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INTRODUCTION 
Transcription of eukaryotic protein-coding genes to produce mRNA is carried 
out by RNA polymerase II (RNAPII). The process of mRNA synthesis is 
divided into three steps: initiation, elongation and termination. For a long time, 
it was believed that transcription by RNAPII was mainly controlled during the 
initiation phase. However, it has recently become clear that transcription elon-
gation is also a highly regulated process. Furthermore, latest data indicate that 
elongation is not a smooth continuous process as previously thought. Tran-
scription takes place in the context of chromatin, and therefore the elongating 
RNAPII often encounters various obstacles – from DNA damage to protein 
complexes involved in different DNA-related processes. 
A higher-order chromatin structure known as hetero- or silenced chromatin 
has been considered to hinder transcription by obstructing transcription machi-
nery’s access to chromatin. Surprisingly, some studies have shown that hetero-
chromatin in Saccharomyces cerevisiae allows binding of complexes required 
for transcription initiation. This raises the question of how repressive hetero-
chromatin influences already elongating RNAPII. In addition to heterochroma-
tin, transcribing RNAPII encounters other protein complexes on the DNA, such 
as pre-replicative complexes loaded onto replication origins. While it has been 
shown that most of the replication origins in S. cerevisiae are located in the 
intergenic regions, transcription of non-coding regions is widespread in yeast. 
Therefore, it is possible that a large fraction of replication origins is transcribed, 
leading to collisions between RNAPII and pre-replicative complexes.  
The level of transcription varies significantly among different genes, and the 
amount of RNAPII complexes recruited to a transcribed locus is generally 
proportional to the rate of gene transcription. However, the average distribution 
of RNAPII on actively transcribed loci has been shown to be uneven on 
occasion, with elevated RNAPII signal obtained from the beginning or from the 
end of a gene. As the observation of RNAPII distribution on transcribed loci is 
based on an average signal measured from the whole cell population, it does not 
address the question of spacing of RNAPII complexes in a single cell. 
The current thesis focuses on mechanisms of transcription in budding yeast 
S. cerevisiae, and explores the effects of various DNA-based obstacles on 
RNAPII elongation rate. Distribution of individual RNAPII complexes on 
transcribed DNA in a single cell is also examined. 
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I. REVIEW OF LITERATURE 
1. Eukaryotic RNA polymerase II 
The number of RNA polymerases differs between eukaryotes, bacteria and 
archaea. While the latter two have only one polymerase, most eukaryotes use 
three different nuclear RNA polymerases (Pol I, Pol II, Pol III) for synthesis of 
different types of RNA. RNA Pol I produces ribosomal RNA (rRNA), while 
RNA Pol III synthesizes small non-coding RNAs, such as transfer RNA 
(tRNA). The central player in eukaryotic transcription of all protein-coding 
genes into messenger RNA (mRNA) is RNA polymerase II (RNAPII). The 
RNAPII holoenzyme is a large (514 kDa) twelve-subunit complex (Figure 1A) 
(Cramer et al., 2008). The twelve subunits can be divided into two groups based 
on whether they are shared with other nuclear polymerases or are unique to 
RNAPII. The first group comprises five subunits (Rpb5, Rpb6, Rpb8, Rpb10 
and Rpb12) shared between all three nuclear polymerases. The second group 
consists of the core domain subunits (Rpb1, Rpb2, Rpb3, Rpb9 and Rpb11) and 
the Rpb4/Rpb7 subcomplex. Subunits from the second group are unique to 
RNAPII but they also have homologues in bacterial and archaeal polymerase 
and in other eukaryotic polymerases (Ebright, 2000; Hahn, 2004). RNAPII 
structure can also be divided into a 10-subunit “core” enzyme and the 
Rpb4/Rpb7 subcomplex as the Rpb4 and Rpb7 subunits form a heterodimer that 
easily dissociates from the decameric “core” (Edwards et al., 1991). While 
RNAPII lacking Rpb4/Rpb7 subcomplex is able to elongate with similar acti-
vity to the 12-subunit holoenzyme, it fails to initiate RNA transcription (Chris-
tie et al., 1994; Edwards et al., 1991). Of the twelve RNAPII subunits only two, 
Rpb4 and Rpb9, are not essential for cell viability under optimal growth 
conditions. However, both are important for tolerance to different stress factors 
such as extreme temperatures (Woychik et al., 1991; Woychik and Young, 1989). 
An important step in understanding eukaryotic RNAPII structure was made 
in 2000 when crystallographic structure of Saccharomyces cerevisiae RNAPII 
lacking the Rpb4/Rpb7 subcomplex was determined at 3.0 Å resolution (Cramer 
et al., 2000). Based on this analysis, RNAPII structure can be divided into four 
distinct modules: “core”, “clamp”, “shelf” and “jaw-lobe” (Figure 1B). Half of 
the RNAPII mass is located in the “core” module, which comprises Rpb3, 
Rpb10, Rpb11 and Rpb12 subunits together with regions from Rpb1 and Rpb2 
that form the active centre. Three other modules are located next to the 
positively charged DNA-binding cleft along which DNA enters into the active 
centre. The “jaw-lobe” consists of the upper “jaw” formed by regions from 
Rpb1 and Rpb9, as well as the “lobe” element of Rpb2. The “shelf” module 
contains Rpb5, Rpb6 and regions from Rpb1. The “clamp” was first identified 
as a mobile element and consists of regions from Rpb1 and Rpb2 (Cramer et al., 
2001). During transcription complex formation, the “clamp” moves over the 
cleft, trapping the template and transcript (Gnatt et al., 2001). In 2003, an X-ray 
structure of the entire 12-subunit RNAPII holoenzyme was determined at 4.1 Å 
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resolution (Bushnell and Kornberg, 2003). This structure of the complete 
holoenzyme RNAPII shows that the Rpb4/Rpb7 subcomplex binds to the 
pocket at the base of the “clamp” close to the carboxy terminal part of Rpb1, 
and that Rpb7 locks the “clamp” in the closed conformation (Armache et al., 
2003; Bushnell and Kornberg, 2003). This suggests that double-stranded DNA 
never enters the active site cleft, but that the single-stranded template strand is 
inserted deep into the cleft to reach the active site (Armache et al., 2003).  
 
 
 
 
 
 
Figure 1. Structure of RNA polymerase 
II from yeast S. cerevisiae. A. Surface 
representation of front and back views 
of RNAPII complex. Individual subunits 
are colored as indicated. Figure adapted 
from Spåhr et al. (2009). B. Four mobile 
modules of the RNAPII structure. Back-
bone traces of the core, jaw-lobe, clamp 
and shelf modules, shown in gray, blue, 
yellow, and pink, respectively. Figure 
adapted from Cramer et al. (2001). 
 
 
Under the active site lies an important mobile element of the Rpb1 subunit, 
called the trigger loop, that is involved in RNAPII fidelity (Brueckner and 
Cramer, 2008; Kaplan et al., 2008a). The trigger loop interacts with the in-
coming nucleotide, and the two fail to align properly in case of nucleotide mis-
match in the active site (Kaplan et al., 2008a; Wang et al., 2006). This, in turn, 
leads to a substantial reduction in the rate of phosphodiester bond formation 
(Kaplan et al., 2008a; Wang et al., 2006). When the structure of elongating 
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RNAPII was analyzed, an 8 bp RNA:DNA hybrid was observed in the active 
center region of RNAPII (Westover et al., 2004). The second loop of Rpb1, the 
“lid”, acts as a barrier that separates the DNA and RNA strands and guides the 
RNA along the exit path (Westover et al., 2004). The emerging mRNA exiting 
the polymerase interacts with the Rpb7 subunit (Ujvari and Luse, 2006).  
A very important characteristic of RNAPII is that in addition to moving 
forward on the DNA template, it can also move backward. This is achieved by 
using the Brownian two-pawl ratchet mechanism, where the incoming template 
is thought to act as a stationary pawl, allowing only forward movement of 
RNAPII (Nudler, 2009). An important structural element of RNAPII (the bridge 
helix) acts as a reciprocating pawl. It not only pushes RNAPII forward on the 
nucleic acid scaffold, but also permits backward movement so that the newly 
formed mRNA 3’-terminus comes out of the alignment with the active site 
(Nudler, 2009). As a result of brownian motion, the 3’-end of RNA can enter 
the active site again. Alternatively, the polymerase is also capable of endo-
nucleolytic cleavage of the transcript producing a new 3’-hydroxyl group in the 
catalytic site and thereby enabling RNAPII to continue with elongation (Rudd et 
al., 1994). This endonucleolytic cleavage is greatly enhanced by the elongation 
factor TFIIS (Izban and Luse, 1992; Reines, 1992). 
 
 
1.1 Function of the carboxy terminal domain (CTD) of Rpb1,  
the largest RNAPII subunit 
The largest subunit of RNAPII (Rpb1) contains several repeats of an unusual 
heptapeptide sequence Tyr1-Ser2-Pro3-Thr4-Ser5-Pro6-Ser7 at its carboxy termi-
nus (Allison et al., 1985; Corden et al., 1985). The copy number of this con-
sensus repeat varies greatly, ranging from 26 copies in S. cerevisiae to 52 
repeats in mammals (Allison et al., 1985; Corden et al., 1985). In S. cerevisiae, 
almost all the repeats follow the consensus sequence, while in mammals there 
are significant deviations from it, especially in the distal part of the CTD (Eick 
and Geyer, 2013). These repeats are unique and essential for RNAPII activity – 
at least 8 repeats are required for viability in yeast, and cells containing RNAPII 
with a truncated CTD (9-11 repeats) possess reduced growth rates and reduced 
transcription level (Nonet et al., 1987; West and Corden, 1995). Five amino 
acids (Tyr1, Ser2, Thr4, Ser5 and Ser7) from the CTD repeat can be reversibly 
phosphorylated, while Pro3 and Pro6 can exist in either cis or trans isomeric 
state (Cadena and Dahmus, 1987; Yaffe et al., 1997; Zhang and Corden, 1991). 
The dynamic phosphorylation pattern of the CTD generates negative charges 
and is known to be directly involved in binding and release of different 
RNAPII-associated factors (Egloff et al., 2012). The cis-trans proline iso-
merization alters the spatial conformation of the CTD structure. For example, 
the polyadenylation/termination factor Pcf11 binds to the CTD only when Ser2 
is phosphorylated and both prolines are in trans configuration (Noble et al., 
2005). Conversely, the phosphatase Ssu72 interacts with the CTD when Ser5 is 
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phosphorylated and the Pro6 is in the cis configuration (Werner-Allen et al., 
2011). In addition to phosphorylation, Thr4, Ser2 and Ser5 are subject to O-
glycosylation in higher eukaryotes, a modification that considerably increases 
the size and mass of CTD but whose functional significance is not clear (Kelly 
et al., 1993; Ranuncolo et al., 2012). The CTD is not visible in the crystal 
structure of RNAPII due to its mobile nature. However, it is likely to be 
compact in its unphosphorylated state and to become more extended upon 
phosphorylation because of charge repulsion (Cramer et al., 2001; Meinhart et 
al., 2005). In its extended conformation, the CTD could theoretically reach any 
location on the surface of RNAPII (Cramer et al., 2001). 
Although all repeats of the CTD can be dynamically modified, the best-
studied modification is phosphorylation of Ser2 and Ser5 (Ser2-P and Ser5-P). 
Komarnitsky and colleagues demonstrated as early as 2000 that levels of 
RNAPII CTD Ser5-P remain high at the beginning of a transcribed gene and 
decrease further downstream (Komarnitsky et al., 2000). In contrast, Ser2-P 
accumulates in later stages of transcription as, when RNAPII progresses 
through a gene (Komarnitsky et al., 2000). The same was shown to be true for 
majority of protein-coding genes in a genome-wide analysis in yeast, and later 
in mammalian cells (Mayer et al., 2010; Odawara et al., 2011). This dynamic 
pattern of phosphorylation is achieved due to a complicated interplay between 
CTD kinases and phosphatases. During the early phase of transcription, Ser5 is 
mostly phosphorylated by the cyclin dependent kinase Kin28, which is a 
component of the general transcription factor TFIIH in S. cerevisiae (Feaver et 
al., 1991; Feaver et al., 1994; Valay et al., 1995). Another cyclin dependent 
kinase, Srb10, a component of the Mediator complex, is also hypothesized to be 
involved in Ser5 phosphorylation, but its precise role remains unclear (Liao et 
al., 1995). Two phosphatases – Ssu72 and Rtr1 – have been identified as 
responsible for the removal of phospho-group from Ser5-P in yeast (Krishna-
murthy et al., 2004; Mosley et al., 2009). 
Ser2 can be phosphorylated by two kinases, Bur1 and Ctk1, both of which 
are essential for normal cell growth in yeast (Chu et al., 2006; Lee and Green-
leaf, 1991; Yao et al., 2000). The current model suggests that Bur1 phospho-
rylates Ser2, thereby stimulating subsequent phosphorylation of this residue by 
Ctk1 (Qiu et al., 2009). The homolog of Bur1 in mammalian cells is Cdk9, a 
kinase that together with Cyclin T forms a complex called positive transcription 
elongation factor b (P-TEFb) (Marshall et al., 1996). At the end of a tran-
scription cycle, Ser2-P is removed by the Fcp1 phosphatase, enabling RNAPII 
to enter the next round of transcription (Cho et al., 2001). This dynamic pattern 
of phosphorylation and dephosphorylation allows for coupling of transcription 
with other nuclear processes like chromatin modification and RNA processing 
by recruiting different factors during appropriate stages of transcription (Bura-
towski, 2009). One example of chromatin-modifying enzymes recruited to the 
transcription machinery by CTD phosphorylation is the H3K4 methyl-
transferase Set1. Set1 was found in a complex with the Ser5-phosphorylated 
form of RNAPII, which is characteristic of early transcribed regions of a gene 
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(Ng et al., 2003). In addition to CTD Ser5-P, the Polymerase-Associated Factor 
1 complex (Paf1), an important cofactor for elongating RNAPII, is required for 
Set1 recruitment in vivo (Krogan et al., 2003a; Ng et al., 2003). Set2, another 
methyltransferase responsible for H3K36 methylation, is recruited to tran-
scribed regions, again in association with the Paf1 complex and Ser2-phospho-
rylated CTD (Krogan et al., 2003b).  
 
 
2. Transcription cycle of eukaryotic RNA polymerase II 
The transcription cycle of RNAPII can be divided into three main phases: 1) 
initiation, during which RNAPII is recruited to a gene’s promoter region and 
mRNA synthesis begins; 2) elongation, when RNAPII extends the mRNA 
transcript and, 3) termination, during which both RNAPII and the synthesized 
mRNA transcript disengage from the DNA template.  
 
2.1. Transcription initiation 
In bacteria, the only necessary factor for RNAP to bind to the promoters is the 
σ-subunit (Sugiura et al., 1970). In eukaryotes, this RNAP subunit’s function is 
conducted by a much larger set of polypeptides. For example, there are six 
general transcription factors (GTFs) composed of more than 30 polypeptides in 
the RNAPII transcription machinery (Hahn, 2004). Transcription of protein-
coding genes by RNAPII starts with the binding of gene-specific regulatory 
factors near the site of transcription initiation (Fuda et al., 2009). This results in 
positioning of RNAPII, six general transcription factors (TFIIA, -B, -D, -E, -F 
and -H) and the Mediator complex onto the core promoter region, where they 
form the pre-initiation complex (PIC) (Woychik and Hampsey, 2002). The best 
known DNA element to guide the transcription machinery to the promoter is the 
so-called TATA box, a DNA region containing the TATA(A/T)A(A/T)(A/G) 
sequence (Basehoar et al., 2004). Although only 20% of yeast genes contain a 
TATA box in their promoter, it has been shown that GTFs are located genome-
wide on most promoters in yeast. This in turn suggests that the general initiation 
complex architecture is similar at both TATA-containing and TATA-less 
promoters (Basehoar et al., 2004; Rhee and Pugh, 2012). An important feature 
of promoter regions is that in many eukaryotes non-coding transcripts are 
produced divergently from the protein-coding genes (Wei et al., 2011). For 
example, most of the widely transcribed cryptic unstable transcripts (CUTs) in 
yeast are products of divergent transcription from promoters, indicating that 
promoter regions are intrinsically bidirectional (Neil et al., 2009; Xu et al., 
2009). 
The first to bind to the core promoter is the TFIID complex composed of the 
TATA-binding protein (TBP) and TBP-associated factors (TAFs) (Nikolov and 
Burley, 1997). The binding of TBP distorts the TATA sequence and facilitates 
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the assembly of other TFs (Nikolov and Burley, 1997). TFIIA stabilizes the 
TBP-DNA interaction and strongly promotes binding of TFIID to DNA (Ko-
kubo et al., 1998; Weideman et al., 1997). The next factor to bind is TFIIB, 
which is important for transcription start site selection (Lagrange et al., 1998). 
TFIIB binds to RNAPII, which is then recruited into the PIC (Pardee et al., 
1998; Pinto et al., 1992). RNAPII joins the PIC in complex with TFIIF and the 
Mediator complex (Buratowski and Zhou, 1993; Soutourina et al., 2011). The 
last general transcription factors to enter the PIC are TFIIH and its stimulatory 
factor TFIIE (Maxon et al., 1994). The helicase activity of TFIIH starts to 
unwind DNA, PIC forms an open complex, and RNAPII initiates transcription 
(Goodrich and Tjian, 1994; Holstege et al., 1996).  
Recently, the structure of the 32-protein, 1.5 MDa pre-initiation complex 
comprising the complete set of GTFs and assembled with RNAPII and promoter 
DNA was solved (Murakami et al., 2013). Based on this structure, it was 
suggested that the promoter DNA interacts only with GTFs and not with 
RNAPII itself (Murakami et al., 2013). Furthermore, the structure revealed that 
the GTFs position DNA above the RNAPII cleft, and that the polymerase 
interacts with DNA only after the latter is melted and can bend into the RNAPII 
cleft. After newly synthesized mRNA reaches a length of approximately 30 
nucleotides, RNAPII releases its contacts with the core promoter and enters the 
stage of transcription elongation (Heintzman and Ren, 2007). RNAPII is mostly 
unphosphorylated during initial promoter binding, which contributes to CTD 
interactions with factors stabilizing the PIC, such as the Mediator complex 
(Myers et al., 1998). Recently, the architecture of the RNAPII-Mediator core 
initiation complex was solved, suggesting that Mediator forms a cradle-like 
structure that may position the CTD and the TFIIH kinase inside itself, thereby 
stimulating RNAPII phosphorylation (Plaschka et al., 2015). After this step, the 
CTD is phosphorylated at Ser5, possibly destabilizing the interactions between 
RNAPII and transcription factors on the promoter and leading to the release of 
RNAPII from the promoter (Jiang et al., 1996; Søgaard and Svejstrup, 2007). 
While RNAPII carries on with elongation, Mediator and many of the GTFs are 
thought to remain behind, bound to the promoter to form a scaffold complex 
that facilitates subsequent rounds of transcription (Yudkovsky et al., 2000).  
 
2.2. Transcription elongation 
In higher eukaryotes, the density of RNAPII at promoter proximal regions is 
extremely high, but only a small fraction of these polymerases are either in the 
pre-initiation or arrested complexes (Core et al., 2012). Instead, the majority of 
the promoter proximal polymerases were shown to be transcriptionally engaged 
(Core et al., 2012). This suggests that RNAPII needs some activating signal to 
continue elongation from this pause, and this is considered to be an important 
regulatory step. This pausing phenomenon has been well described in tran-
scription of the Drosophila heat-shock gene. Under normal uninduced condi-
15 
tions, RNAPII synthesizes 25-50 nt of mRNA before the pause (Rasmussen and 
Lis, 1993; Rougvie and Lis, 1988). Since formation of the mRNA 5’-end cap 
takes place when the nascent transcript has reached the length of 25-30 
nucleotides, these two processes appear to overlap. Interestingly, it was shown 
that this is indeed the case for the gene encoding the hsp70 heat shock protein. 
However, in the case of hsp27, most mRNAs are capped before RNAPII pauses 
(Rasmussen and Lis, 1993). It was also shown that in uninduced cells these 
paused RNAPII complexes have phosphorylation on Ser5 but not on Ser2 of the 
CTD (Boehm et al., 2003). Presently, RNAPII pausing during early elongation 
is considered to be a common phenomenon, as revealed by several genome-
wide analyses (Core et al., 2008; Min et al., 2011; Muse et al., 2007).  
The pausing of RNAPII in higher eukaryotes depends on two factors – DSIF 
and NELF, which bind to RNAPII and inhibit its function (Wada et al., 1998; 
Yamaguchi et al., 1999a; Yamaguchi et al., 1999b). As NELF is not present in 
yeast and DSIF acts only as a positive elongation factor in the absence of 
NELF, promoter-proximal pausing is restricted to higher eukaryotes (Hartzog et 
al., 1998; Rodriguez-Gil et al., 2010). It was shown that immunodepleting either 
DSIF or NELF in Drosophila reduced the level of paused polymerase (Wu et 
al., 2003). Both factors also co-localized together with hypophosphorylated 
RNAPII at the hsp70 genes, small heat shock genes, as well as at many other 
chromatin locations (Wu et al., 2003). When RNAPII elongation was induced 
with heat shock, DSIF remained associated with RNAPII, while NELF dis-
sociated from the elongation complex (Wu et al., 2003). To overcome the 
negative effect of DSIF and NELF and to enable RNAPII to proceed to pro-
ductive elongation, Positive Transcription Elongation Factor b (P-TEFb) is 
required (Marshall and Price, 1995). P-TEFb is a cyclin-dependent kinase that 
phosphorylates NELF and DSIF in addition to Ser2 of RNAPII CTD (Peterlin 
and Price, 2006). This finding has led to the creation of the current model, in 
which phosphorylation of all three components mediates the release of paused 
RNAPII, phosphorylated NELF dissociates from the complex and phospho-
rylated DSIF becomes a positive elongation factor (Jonkers and Lis, 2015). 
Just recently, a very intriguing paper was published, showing pause-like 
distributions of elongating RNAPII immediately downstream from the tran-
scription start sites in fission yeast Schizosaccharomyces pombe (Booth et al., 
2016). In this paper 28% of active genes were identified as paused and it was 
determined that deletion of Spt4 (subunit of DSIF) reduces promoter-proximal 
pausing of RNAPII (Booth et al., 2016). Deletion of Spt4 also inceased RNAPII 
density in the gene body, so it was proposed that Spt4-Spt5 complex (DSIF) 
prevents the premature release of RNAPII from promoter-proximal sites during 
early transcription elongation (Booth et al., 2016). 
When nascent mRNA has reached the length of 25-30 nucleotides, its 5’-
terminus gets modified by RNA guanylyltransferase and RNA (guanine-7)-
methyltransferase to form the 7-methylguanosine cap structure necessary for 
mRNA stability (Hagler and Shuman, 1992). In order to recognize mRNAs 
transcribed by RNAPII, the capping enzyme guanylyltransferase does not need 
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specific RNA sequences (Cho et al., 1997; McCracken et al., 1997). Instead, it 
caps mRNAs co-transcriptionally and is targeted to the RNAPII initiation 
complex by phosphorylation of Ser5 in the CTD (Cho et al., 1997; McCracken et 
al., 1997). It has been proposed that the Rpb7 subunit, which lies just above the 
Rpb1 CTD domain, acts as a scaffold that helps the 5’-end-capping machinery 
interact with the nascent mRNA as it exits elongating RNAPII (Chen et al., 2009). 
For a long time, the initiation phase was considered to be the critical part of 
transcription. That changed when the importance of regulation during early 
steps of elongation was discovered, as described above. But even after RNAPII 
is released from its promoter-proximal pause, the subsequent productive 
elongation is not smooth and steady. Rather, it is a process of variable speed, 
offering several mechanisms for regulation. 
 
2.3. Transcription termination 
Transcription termination is the last step in the transcription cycle. There are 
two pathways for termination: 1) the poly(A)-dependent pathway, which is 
responsible for 3’-end processing of most protein-coding mRNAs and 2) Nrd1-
Nab3-Sen1-dependent (NNS) pathway functioning in 3’-end formation of non-
coding RNA and short RNAs such as cryptic unstable transcripts (CUTs) 
(Kuehner et al., 2011). Several 3’-end processing factors interact with the CTD 
of RNAPII, and it has been shown that its Ser2 phosphorylation is important for 
recruiting these factors to the 3’-ends of coding regions (Ahn et al., 2004; Skaar 
and Greenleaf, 2002). In the case of poly(A)-dependent termination, inter-
actions with the pre-mRNA are also important, as an intact polyadenylation 
signal is required for proper termination (Kim et al., 2004a). In S. cerevisiae, 
transcription termination of protein-coding genes depends mainly on the CPF-
CF termination factor complex (Porrua and Libri, 2015). During transcription 
termination, the components of CPF-CF are recruited to the 3’-ends of genes. 
Nascent RNA is subsequently cleaved by the CPF endonuclease at the poly(A) 
site, which is followed by the addition of poly(A) tails by the CPF-associated 
poly(A) polymerase Pap1 (Chanfreau et al., 1996; Patel and Butler, 1992). Two 
alternative models for RNAPII termination following transcript cleavage have 
been proposed. According to the allosteric model, the loss of elongation factors 
and/or conformational changes in the RNAPII complex destabilize the 
elongation complex and lead to release of RNAPII (Ahn et al., 2004; Kim et al., 
2004a). The torpedo model states that after endonucleolytic cleavage of the 
poly(A) site, the Rat1 exonuclease is targeted to the newly generated 5’-end of 
the transcript where it degrades the nascent mRNA up to the transcribing 
RNAPII, leading to dissociation of the elongation complex (Kim et al., 2004b).  
The second pathway dependent on the previously mentioned NNS complex is 
needed for transcription termination of small nuclear RNAs (snRNAs), small 
nucleolar RNAs (snoRNAs) and CUTs in S. cerevisiae (Arigo et al., 2006; 
Steinmetz et al., 2001; Thiebaut et al., 2006). The Nrd1 component of NNS 
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interacts with the Ser5-phosphorylated RNAPII CTD (Vasiljeva et al., 2008). 
This allows the NNS complex to be recruited to elongating RNAPII already 
during an early phase of elongation, and enables its Nrd1 and Nab3 components 
to recognize specific RNA sequence motifs as soon as they emerge from the 
transcribing RNAPII complex (Carroll et al., 2007; Porrua et al., 2012). This, in 
turn, leads to the recruitment of the Sen1 helicase that translocates on the 
nascent RNA to get to the elongating RNAPII and trigger the termination 
(Porrua and Libri, 2013). In the next step, the RNA-bound Nrd1-Nab3 hetero-
dimer recruits the TRAMP complex, which promotes polyadenylation of the 
transcript and its processing by the exosome (Tudek et al., 2014; Vasiljeva and 
Buratowski, 2006). This processing leads to generation of mature snRNAs and 
snoRNAs, or to complete degradation of CUTs (Allmang et al., 1999; Arigo et 
al., 2006; Gudipati et al., 2012; Thiebaut et al., 2006). 
After termination, RNAPII is ready to initiate a new round of transcription. 
The transcription initiation factor TFIIB interacts with factors from the 3’-end 
processing complex, bringing promoter and terminator DNA close together. 
This results in so-called gene looping, which enables RNAPII recycling and 
rapid reinitiation (Singh and Hampsey, 2007). 
 
 
3. Transcription in the context of chromatin 
3.1. Structure of chromatin 
In all eukaryotic cells, chromosomal DNA is assembled into chromatin. This 
packaging starts with the basic unit called nucleosome, which consists of 147 bp 
of DNA wrapped around an octamer of histones. Each octamer contains four 
types of so-called core histones (H2A, H2B, H3, H4), assembled into two 
copies of H2A-H2B and H3-H4 dimers (Luger et al., 1997). The central part of 
the nucleosome is an H3/H4 heterotetramer, which is flanked on either side by 
an H2A/H2B dimer. The majority of each histone protein forms a compact 
structure called the histone-fold (Luger et al., 1997). Additionally, each core 
histone contains an unstructured and highly mobile N-terminal “tail”. The “tail” 
is subjected to a number of post-translational modifications, among which 
acetylation, methylation, phosphorylation, ubiquitylation and sumoylation are 
the most common ones (Kouzarides, 2007). These modifications play important 
roles in chromatin dynamics by influencing the stability of nucleosomes as well 
as participating in recruitment of different proteins to chromatin (Fuchs et al., 
2009). The most prevalent of these modifications is acetylation, which is carried 
out by nine different histone acetyltransferases (HATs) in budding yeast (Fuchs 
et al., 2009). Histone acetylation is commonly associated with transcription 
activation, and in the chromatin context it has been shown to weaken the inter-
action of histones with DNA (Wang and Hayes, 2008). There are also a number 
of different histone deacetylases (HDACs) in yeast that restore a positive charge 
of lysine residues in histones, leading to re-establishment of a more compact 
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chromatin structure (Keogh et al., 2005). The histone “tails” are also hypo-
thesized to be involved in generating higher order chromatin structures (Luger 
et al., 1997). Chromatin is divided into active, decondensed regions known as 
euchromatin and inactive, silenced regions known as heterochromatin (Rusche 
et al., 2003). Heterochromatin was initially described cytologically as highly 
condensed blocks of chromatin structures that remain inert throughout the cell 
cycle (Schultz, 1936). It consists mostly of highly regular nucleosome arrays 
with modified histones that are thought to facilitate formation of higher order 
structures (Grewal and Moazed, 2003; Sun et al., 2001). 
 
3.1.1 Formation of heterochromatin in S. cerevisiae 
In budding yeast, three main regions subject to silencing by heterochromatin 
formation are telomeres, the ribosomal DNA (rDNA) locus and the silent 
mating type loci (Rusche et al., 2003). Formation of heterochromatin in these 
regions requires the silent information regulator (SIR) complex. SIR interacts 
with silencers, which determine the regions to be heterochromatinized (Rusche 
et al., 2003). For example, when different reporter genes were inserted adjacent 
to telomeric repeats, expression of these genes was reversibly repressed (Gott-
schling et al., 1990).  
The cis-acting elements responsible for this type of position–effect regu-
lation are very well studied for the HM loci. In addition to the MAT locus, 
which determines whether haploid cells are of α or a mating type, S. cerevisiae 
has an unexpressed copy of the MATα genes at the HML locus, and another 
unexpressed copy of the MATa genes at the HMR locus. These HM loci are 
flanked by silencers E and I (Loo and Rine, 1994). The elements that are 
necessary for the functioning of the silencer are well described for the HMR-E. 
It was established that the binding sites for three essential factors – origin 
recognition complex (ORC), Rap1 and Abf1 – are the only elements required 
for silencing function. A synthetic sequence containing these binding sites was 
able to repress transcription of the HMRa1 gene (McNally and Rine, 1991). 
When these three essential factors are bound to the silencer, the Sir1 protein is 
recruited to the locus via an interaction with the Orc1 protein (Triolo and 
Sternglanz, 1996). Sir1 is important for establishing silencing, but it does not 
spread throughout silenced chromatin and is dispensable for maintenance of 
silencing (Rusche et al., 2002). The next step is recruitment of the Sir4 protein, 
which interacts with the Sir1 and Rap1 proteins (Moretti and Shore, 2001; 
Triolo and Sternglanz, 1996). This, in turn, leads to the recruitment of Sir2 and 
Sir3, both of which bind to Sir4 (Hecht et al., 1996; Moazed et al., 1997). After 
that, the deacetylase activity of Sir2 modifies the “tails” of histones H3 and H4 
on the neighbouring nucleosome. This creates new high-affinity binding sites 
for Sir3 and Sir4, as these proteins bind to histone “tails” more tightly when 
they are hypoacetylated (Hecht et al., 1995). When new Sir3 and Sir4 molecules 
bind to the deacetylated nucleosome, additional Sir2 deacetylase is recruited 
and the process repeats itself (Figure 2A) (Rusche et al., 2002).  
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The sequential deacetylation model also proposes a mechanism for inter-
rupting the spreading of Sir proteins and therefore the silenced chromatin 
formation. It is predicted that disruption of the nucleosome array – for example, 
by a DNA-binding protein – would make it impossible for the Sir2 deacetylase 
to create new binding sites for the Sir3 and Sir4 proteins. Additionally, a loca-
lized histone acetylase that acetylates histones more effectively than Sir2 can 
deacetylate them would prevent spreading of heterochromatin (Figure 2B) 
(Rusche et al., 2002). 
 
 
 
Figure 2. Models for action of Sir proteins. A. Formation of silenced chromatin. Sir 
proteins (1-4) associate with ORC, Rap1 (R) and Abf1 (A) as shown with straight 
arrows. Sir2 then deacetylates the “tails” of H3 and H4 on neighbouring nucleosomes 
(line 2), creating binding sites for Sir3 and Sir4 (line 3). Sir2 deacetylates the next 
nucleosome and the process repeats itself. B. Boundaries of silenced chromatin. 
Spread of Sir proteins could be counteracted either by a gap in the nucleosome array 
(line1) or a highly acetylated nucleosome (line 2) (ac – acetylation; HAT – histone 
acetyltransferase). Figure adapted from Rusche et al. (2002).  
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3.2. RNAPII elongation through chromatin 
Even in open euchromatin, transcription has to contend with histones. The 
hypothesis that histones may inhibit DNA-based processes, including tran-
scription, was proposed as early as 1951 by Ellen and Edgar Stedman (Stedman, 
1951). In vitro experiments showed that even a single nucleosome is an obstacle 
for RNAPII to initiate transcription, but that an elongating RNAPII is capable of 
displacing nucleosomes (Lorch et al., 1987). However, it is clear that nucleo-
somes present a formidable barrier to RNAPII as elongation rates on nucloso-
mal templates are severely inhibited compared to those on naked DNA (Izban 
and Luse, 1991). On a naked DNA template, only 3% of RNAPII molecules 
paused before the intrinsic pause site compared to 73% of RNAPII molecules 
on a chromatin template (Izban and Luse, 1991). To tackle this issue, eukaryotic 
cells have developed a mechanism of disrupting chromatin structure in front of 
an elongating RNAPII. Experiments performed in S. cerevisiae have shown that 
histone density on different galactose-inducible genes is inversely correlated 
with transcriptional activity, suggesting that histones are evicted from DNA by 
elongating RNAPII machinery (Kristjuhan and Svejstrup, 2004; Schwabish and 
Struhl, 2004). It was also shown that the major factor for defining the region of 
nucleosome removal in transcribed genes is the elongating RNAPII itself (Värv 
et al., 2007). 
The structure of nucleosomes requires that during chromatin disassembly the 
outer H2A/H2B dimers are removed from the nucleosome first, followed by 
removal of H3/H4 (Bohm et al., 2011). When incorporation of new epitope-
tagged histones into the yeast genome was analyzed, it was observed that while 
exchange of H2B occurred rapidly upon transcription elongation, H3 exchange 
was less dynamic and only took place within highly transcriptionally active 
genes (Jamai et al., 2007). Another study analyzing nucleosome dynamics 
throughout the yeast genome showed that exchange of H3 within coding regions 
is a common feature of highly transcribed genes (Dion et al., 2007). It was also 
observed that rates of H3 replacement within coding regions correlated with 
RNAPII density, thereby supporting the idea that the elongating polymerase 
stimulates nucleosome eviction (Dion et al., 2007; Ivanovska et al., 2011; Jamai 
et al., 2007). Similar effect was seen in human cells, where histone exchange 
was monitored with green fluorescent protein (GFP)-tagged histones (Kimura 
and Cook, 2001). Replication-independent exchange of H2B-GFP took place 
rapidly and throughout the genome, whereas exchange of H3-GFP and H4-GFP 
occurred mostly in euchromatic regions, indicating its dependence on tran-
scription (Kimura and Cook, 2001). 
An alternative mechanism that relies on acetylation allows RNAPII elon-
gation through chromatin without a substantial displacement of nucleosomes 
(Kristjuhan and Svejstrup, 2004). Most likely, only eviction of either one or 
both H2A/H2B dimers occurs during this process (Kireeva et al., 2002). It was 
demonstrated that when RNAPII reaches an area of strong DNA-histone 
interactions, DNA can unwind from the nucleosome and form a small intra-
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nucleosomal loop that contains the transcribing RNAPII. Formation of this loop 
allows for rapid restoration of DNA-histone interactions behind RNAPII, so that 
at least some H3 and H4 molecules are associated with DNA at any point in 
time (Kulaeva et al., 2009). 
Although several studies have shown that low-level transcription does not 
lead to eviction of nucleosomes while histones within highly transcribed genes 
are replaced, a genome-wide investigation in yeast demonstrated that for some 
genes the rate of histone exchange is higher or lower than would be predicted 
from their transcription rate (Gat-Viks and Vingron, 2009). Such unexpected 
histone dynamics occurred along gene’s entire coding regions and appeared to 
be a gene-specific property rather than a regional effect. Moreover, it was ob-
served that trimethylation of H3K79 is depleted from coding regions where 
histone exchange rate is higher than expected and enriched in coding regions 
where histones are replaced less frequently than predicted (Gat-Viks and 
Vingron, 2009). Therefore, it is possible that histone exchange within coding 
regions is a possibility to add or remove certain histone modifications and 
thereby provides another way of transcription elongation regulation. 
 
3.2.1 Factors influencing RNAPII elongation through chromatin 
There are several factors affecting RNAPII passage through chromatin. First, 
RNAPII has an intrinsic ability to backtrack and possibly arrest when en-
countering obstacles. Likely due to this, transcription elongation factor S 
(TFIIS), which stimulates cleavage of mRNA stalled at arrest sites, is required 
for efficient elongation through chromatin (Guermah et al., 2006). Secondly, 
some DNA sequences may be more difficult to transcribe because of their 
topology. For example, G-rich DNA can result in formation of R-loops (an 
RNA-DNA hybrid structure) that may induce RNAPII pausing (Huertas and 
Aguilera, 2003). Another important factor for RNAPII elongation are covalent 
histone modifications, mainly located in the unstructured mobile N-terminal 
“tails” (Allfrey and Mirsky, 1964). Histones can be modified by numerous 
enzymes, and these modifications can either tighten or loosen DNA binding to 
nucleosomes, thereby restricting or promoting elongation efficiency (Das and 
Tyler, 2013). These modifications can also act as binding sites for different non-
histone proteins affecting numerous cellular processes (Das and Tyler, 2013). 
One common modification of histones is acetylation, predominantly found in 
promoter regions of transcribed genes (Pokholok et al., 2005). However, several 
histone acetyltransferases (HATs) and histone deacetylases (HDACs) are also 
associated with coding regions of transcribed genes (Carrozza et al., 2005; 
Govind et al., 2007; Vogelauer et al., 2000; Wang et al., 2002). The importance 
of acetylation during transcription elongation was demonstrated by studies in 
yeast, where deletion of HATs GCN5 and ELP3 resulted in lower histone 
acetylation levels in coding regions of many genes. This, in turn, led to 
dramatically reduced transcription levels (Kristjuhan et al., 2002). It was also 
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observed that the major H4 lysine acetyltransferase complex NuA4 is recruited 
co-transcriptionally to coding regions, leading to increased H4 acetylation, 
enhanced recruitment of chromatin remodellers and increased histone eviction 
(Ginsburg et al., 2009). Recruitment of NuA4 to coding regions also stimulates 
the rate of RNAPII transcription elongation (Ginsburg et al., 2009). Taken 
together, these data indicate that histone acetylation within coding regions is 
dynamic and important for elongating RNAPII.  
The importance of histone methylation in transcription elongation has been 
best characterized for histone H3 lysine 36 (H3K36) (Krogan et al., 2003b). The 
elongating RNAPII with its CTD phosphorylated on Ser2 is recognized by the 
histone methyltransferase Set2 (Li et al., 2003; Schaft et al., 2003; Xiao et al., 
2003). Thanks to its interaction with the elongating RNAPII, Set2 methylates 
H3K36 in the coding regions of transcriptionally active genes (Krogan et al., 
2003b; Li et al., 2003; Schaft et al., 2003). This methylation mark is in turn 
recognized by the HDAC Rpd3, which deacetylates histones and promotes 
chromatin refolding (Carrozza et al., 2005; Keogh et al., 2005). When cells fail 
to methylate H3K36, coding regions remain hyperacetylated and available for 
RNAPII to initiate transcription from cryptic initiation sites (Carrozza et al., 
2005; Joshi and Struhl, 2005; Keogh et al., 2005). Therefore, the purpose of this 
modification appears to be to restore the chromatin structure after RNAPII 
passage. 
In a recent article on S.cerevisiae, a model was proposed whereby methy-
lation of H3K4 and H3K36 regulates H3 and H4 acetylation and deacetylation 
during transcription elongation (Ginsburg et al., 2014). According to this model, 
the NuA4 acetyltransferase recognizes nucleosomes containing mono-
methylated H3K4 and H3K36, leading to H4 acetylation. Nucleosomes with 
acetylated H4 “tails” are bound by the SAGA complex, which in turn acetylates 
the H3 “tail”. Nucleosomes with dimethylated H3K4 and H3K36 can still be 
acetylated by NuA4, but they are also recognized by HDACs Rpd3 and 
Set3/Hos2, leading to competition between acetylation and deacetylation 
(Ginsburg et al., 2014). Taken together, these data show that maintaining the 
proper balance of acetylation and deacetylation within coding regions during 
transcription elongation is critical, and histone methylation plays an important 
role in accomplishing this (Figure 3). 
The next set of important factors that help RNAPII elongation through 
chromatin could be divided into two categories: 1) ATP-dependent chromatin 
remodellers, and 2) histone chaperones. For example, in S. cerevisiae, the ATP-
dependent chromatin remodeller Chd1 interacts with the Paf, Spt4/5 (DSIF) and 
FACT elongation factor complexes and co-localizes with Paf and Spt4/5 within 
the coding regions of several highly expressed genes (Simic et al., 2003). This 
localization is transcription-dependent, strongly suggesting an important role for 
Chd1 in chromatin remodelling during transcription elongation (Simic et al., 
2003). Another ATP-dependent remodeller, the RSC complex, has been shown 
to facilitate transcription elongation (Ginsburg et al., 2009). When RSC occu-
pancy within the coding region of the GAL1 gene was reduced, a drop in 
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elongation rate and histone eviction was also observed (Ginsburg et al., 2009). 
Later, it was demonstrated that RSC is recruited to the coding regions of 
actively transcribed genes genome-wide (Spain et al., 2014). In the same study, 
the catalytic subunit of the RSC complex, Sth1, was depleted, resulting in a 
drastic reduction of RNAPII occupancy in the coding regions of weakly 
transcribed genes (Spain et al., 2014).  
 
 
 
Figure 3. Transcription through nucleosomes. Histone acetyltransferases (HATs) 
acetylate histones as RNAPII transcribes through chromatin. This stimulates nucleo-
some dissociation and mobility of histone proteins. Upon reloading onto DNA (or in 
cases where RNAPII traverses a nucleosome without completely displacing it), the 
hyperacetylated nucleosome becomes methylated by Set2. This, in turn, leads to recruit-
ment of the histone deacetylase complex Rpd3S and methylated nucleosomes become 
deacetylated, so that chromatin structure is restored (ac – acetylation; Met – methy-
lation; Chap – histone chaperons). Figure adapted from Selth et al. (2010).  
 
 
Histone chaperones facilitate histone deposition, exchange or eviction from 
chromosomal DNA (Figure 3) (Park and Luger, 2008). One of these chape-
rones, Spt6, is important for maintaining proper chromatin structure in yeast. It 
plays a role in chromatin structure remodelling during transcription elongation 
and prevents transcription from cryptic promoters within coding regions 
(Bortvin and Winston, 1996; Ivanovska et al., 2011; Kaplan et al., 2003). For 
example, Youdell and colleagues showed in 2008 that H3K36 methylation by 
Set2 requires Spt6 (Youdell et al., 2008). Such a requirement shows a tight con-
nection of different factors facilitating RNAPII elongation through chromatin. 
Another histone chaperon complex, FACT, is required for transcription 
elongation through nucleosomes (Orphanides et al., 1998). FACT has been 
shown to destabilize the nucleosomal structure by disassembling H2A-H2B 
dimers and thereby facilitating RNAPII passage through chromatin (Belotser-
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kovskaya et al., 2003). After the passage of RNAPII, the disassembled H2A-
H2B dimer can be redeposited onto DNA by FACT (Xin et al., 2009). 
Considering the numerous processes that assist RNAPII transcription 
through chromatin, one can conclude that cells have evolved several different 
and sometimes overlapping or even redundant mechanisms to ensure proper 
RNAPII elongation and maintenance of chromatin structure at the same time. 
 
3.3. The rate of RNAPII elongation 
Studies published over the past decade used a variety of methods and model 
organisms or cell lines to reveal that elongation rate of RNAPII can differ more 
than four-fold between genes, ranging from ~1.0 to 4.3 kilobases per minute 
(Ardehali and Lis, 2009). It is argued that some of these differences are due to 
different model organisms used. For example, the average length of an mRNA 
coding gene in yeast is 1.45 kb, whereas human genes are much longer, 
averaging around 27 kb (Dujon, 1996; Venter et al., 2001). This difference has 
led to the suggestion that mammals might have developed mechanisms that 
allow their RNAPII to elongate at higher rates (Ardehali and Lis, 2009). Yet, 
the elongation rate in mammals has been estimated to range from 1.3 to 4.3 
kb/min, varying by a factor of 3 between different studies (Darzacq et al., 2007; 
Femino et al., 1998; Tennyson et al., 1995). In 2009, Singh and Padgett 
developed a method for measuring the transcription elongation rate at several 
relatively long (~100-580 kb) human genes in their endogenous environments 
(Singh and Padgett, 2009). The authors used the reversible RNAPII elongation 
inhibitor 5,6-dichloro-1-β-D-ribofuranoside (DRB) and measured the emer-
gence of nascent pre-mRNA with RT-PCR after removal of DRB. The results 
showed that the RNAPII elongation rate over long distances was about 3.8 
kb/min, with rates being similar for most of the ten genes analyzed (Singh and 
Padgett, 2009). The rate of 3.8kb/min corresponds to roughly 80% of the 
maximal elongation rate in mammals, calculated as the rate of pure “rapid 
elongation” without pausing (Darzacq et al., 2007). The authors suggested that 
the previous lower elongation rate estimations could have come from analyzing 
inducible genes that were transcriptionally silent before their activation (Femino 
et al., 1998; Tennyson et al., 1995). 
More recently, Global Run-on Sequencing (GRO-seq) was used to measure 
RNAPII elongation rates at 140 native human genes in the MCF-7 cell line after 
induction of these genes with the physiological, non-toxic inducer 17β-estradiol 
(E2) (Danko et al., 2013). It was observed that RNAPII elongation rate, induced 
by a common stimulus, was very different for different genes, varying from 
0.37 to 3.57 kb/min, with a median rate of 2.1 kb/min. In the same study, 26 
genes from a different human cell line (AC16) were stimulated with TNFα, a 
cytokine that rapidly produces cellular response. In this case, the observed 
median RNAPII elongation rate was 2.8 kb/min (Danko et al., 2013). Moreover, 
for two genes that were activated by both treatments, the rate of RNAPII 
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elongation was 25-40% faster in the case of TNFα induction, suggesting that 
elongation rate of RNAPII can vary in response to different signals and that the 
DNA sequence itself is not the primary determinant for measured elongation 
rate differences (Danko et al., 2013). When the elongation rate along the genes 
was analyzed in more detail, it emerged that RNAPII is slower near promoters 
and accelerates as it moves along the gene (Danko et al., 2013; Fuchs et al., 
2014; Jonkers et al., 2014). When RNAPII elongation at more than 1000 genes 
was analyzed in mouse embryonic stem cells, it was confirmed that there are 
gene-to-gene variations in elongation rates, ranging from 0.5 to 4 kb/min 
(Jonkers et al., 2014). It was also observed that exons have a negative effect on 
the elongation rate, slowing RNAPII down (Jonkers et al., 2014). Such an effect 
could be important for splice site recognition and co-transcriptional splicing or, 
alternatively, the splicing process itself could be responsible for slower RNAPII 
elongation rate (Jonkers et al., 2014). When genome-wide analysis of RNAPII 
elongation rates was performed in human cells, transcription elongation rates 
were found to vary between 2 and 6 kb/min, with the average of 3.5 kb/min 
(Fuchs et al., 2014). Different studies have revealed that dimethylation of 
H3K79 has a positive effect on RNAPII elongation rate, as it is enriched within 
the genes with the highest elongation rate. However, it remains to be deter-
mined whether this histone modification accelerates elongation or is itself the 
consequence of faster elongation (Fuchs et al., 2014; Jonkers et al., 2014; 
Veloso et al., 2014). Taken together, these data demonstrate that transcription is 
not only controlled during the initiation phase, but that elongation is also a 
variable, regulated and rate-limiting step for controlling gene expression levels. 
 
3.4. Distribution of RNAPII on protein-coding genes 
RNAPII density has been investigated across many genes in different organisms 
(Guenther et al., 2007; Muse et al., 2007; Steinmetz et al., 2006; Venters and 
Pugh, 2009; Zeitlinger et al., 2007). When RNAPII occupancy was measured on 
3852 open reading frames (ORFs) in S. cerevisiae, it correlated well with 
previously estimated transcription activity for most of the genes (Steinmetz et 
al., 2006). However, exceptions were observed as well. For example, a subset of 
highly transcribed ribosomal protein genes exhibited only moderate (1.5-2.5x) 
RNAPII enrichment (Steinmetz et al., 2006). RNAPII was depleted at most 
telomeres and in regions where repressed loci are known to be present. One 
such example is the FLO11 gene – its transcription is repressed if cells grow in 
rich medium, and it is strongly depleted of RNAPII (Steinmetz et al., 2006). 
Surprisingly, RNAPII was observed at the silent mating type loci, HML and 
HMR, and on some genes that neither produce stable transcripts nor are actively 
silenced or repressed (Steinmetz et al., 2006). 
When RNAPII distribution in S. cerevisiae was analyzed in finer detail, its 
enrichment was detected at promoter regions of more than 2/3 of the 
investigated genes (2077 genes out of 3041), suggesting that RNAPII spends on 
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average more time at promoters than at any other locations in transcribed 
regions (Venters and Pugh, 2009). For the remaining 964 genes, a different 
distribution pattern was observed, with RNAPII located rather evenly across the 
gene bodies or enriched at their 3’-ends (Venters and Pugh, 2009). It was also 
observed that most genes have relatively little RNAPII bound to them, as more 
than half of the genome showed less than 5% of the maximum RNAPII density, 
indicating that most genes are not transcribed frequently (Venters and Pugh, 
2009). Using the genomic run-on technique, distribution of transcriptionally 
active RNAPII was measured on 261 genes in yeast (Rodriguez-Gil et al., 
2010). This analysis showed similar patterns of RNAPII distribution, with the 
polymerase either enriched at the edges of transcription units or distributed 
evenly along gene bodies (Rodriguez-Gil et al., 2010). Therefore, RNAPII 
distribution appears to be an intrinsic characteristic of each transcription unit, 
independent of gene length or expression level (Rodriguez-Gil et al., 2010).  
Interestingly, when the distribution of RNAPII determined via genomic run-
on experiments was compared to chromatin immunoprecipitation (ChIP) data, it 
was discovered that the density of RNAPII observed in ChIP assays was more 
uniform. This suggests that some RNAPII complexes on transcribed regions are 
arrested and transcriptionally inactive, and therefore do not produce a run-on 
signal despite detection via ChIP (Rodriguez-Gil et al., 2010). Enrichment of 
RNAPII at the 5’-ends of genes is also common in Drosophila and in mammals, 
suggesting that transcription may be largely regulated after RNAPII has been 
recruited (Guenther et al., 2007; Muse et al., 2007; Zeitlinger et al., 2007). 
Approximately 30% of all genes display promoter-proximal pausing of RNAPII 
in higher eukaryotes (human, mouse, Drosophila), leading to detection of 
higher levels of RNAPII near promoter regions compared to gene bodies (Core 
et al., 2008; Larschan et al., 2011; Min et al., 2011). Substantial accumulation 
of RNAPII signal has also been detected at the ends of transcription units, just 
downstream of the polyA site (Core et al., 2008). This accumulation is probably 
the result of RNAPII slowing down at the end of the gene to facilitate the 
coupling of transcript cleavage with termination. Likewise, slowdown and 
therefore higher levels of RNAPII can also be caused by the exons, which 
probably facilitates splicing (Jonkers et al., 2014; Kwak et al., 2013). 
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OBJECTIVES OF THE PRESENT STUDY 
During transcription elongation, RNAPII has to contend with different ob-
stacles, from highly condensed heterochromatin structures to replication com-
plexes. To determine what happens when the elongating RNAPII encounters 
different impediments, the following aims were set: 
 
1. To analyze whether RNAPII transcript elongation is affected when 
encountering heterochromatic structures. 
2. To characterize the factors necessary for transcript elongation through 
heterochromatin. 
3. To determine what happens to pre-replicative complexes that are 
formed in transcriptionally active regions. 
 
In addition, we wanted to explore distribution of RNAPII to answer following 
question: 
 
4. Can sequential chromatin immunoprecipitation assay (re-ChIP) be used 
to determine whether the distribution of elongating RNAPII complexes 
at a highly transcribed model gene on single cell level differs from that 
previously established at the whole population level? 
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II. RESULTS AND DISCUSSION 
1. Description of the model system 
The S. cerevisiae strain W303 was used as a model organism for all experiments 
performed and presented in this thesis. As the genome of budding yeast is very 
compact – the average length of yeast genes is only 1.45 kb – it is complicated to 
distinguish between the transcription-coupled events taking place during 
transcription at promoters from the changes originating within coding regions. To 
overcome this problem, we chose a long (9433 bp) non-essential gene VPS13 at 
its natural locus as our model. We inserted a galactose-inducible promoter 
(GAL10 promoter) in front of VPS13, so that transcription of this synthetic GAL-
VPS13 fusion gene could be activated or repressed by changing the carbon source 
in the growth medium. When glucose (glc) is used as the carbon source, 
transcription from the model gene is repressed, whereas in the presence of 
galactose (gal) transcription is activated (Kristjuhan and Svejstrup, 2004). In 
order to study the mechanism of transcription elongation, yeast strains containing 
insertions of different foreign DNA sequences at different locations in the coding 
region of GAL-VPS13 were constructed (Figure 4). 
 
 
 
Figure 4. Modificatons of S. cerevisiae VPS13 gene. A. Schematic representation of 
the galactose-inducible VPS13 model gene, with the GAL10 promoter inserted in front 
of the VPS13 ORF. B-D. GAL-VPS13 model gene with different foreign DNA inserts in 
the coding region. HMR-E region (yellow rectangle) 6 kb from the promoter (B); FBA1 
terminator region (red rectangle) 3 kb from the promoter (B); ARS sequence (blue 
rectangle) 3 kb from the promoter (C); Kluyveromyces lactis VPS13 DNA insertion 
(green rectangle) 0.1 kb, 3 kb, 6 kb and 9 kb from the promoter (D). 
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2. Elongating RNAPII can contend with heterochromatic 
structures at a highly transcribed locus (Ref. I) 
It is generally considered that heterochromatin represses transcription by 
limiting access of sequence-specific factors required for recruitment of tran-
scription machinery (Kornberg and Lorch, 1991). However, binding of tran-
scription activators and formation of PIC at promoter regions of repressed genes 
has been observed in S. cerevisiae (Sekinger and Gross, 1999, 2001). Sub-
sequently, it was demonstrated that repression of transcription by hetero-
chromatin formation targets the transition between RNAPII initiation and 
elongation (Gao and Gross, 2008). This leads to the question whether RNAPII 
that has cleared the promoter and is already elongating can contend with 
heterochromatic structures.  
In order to analyze the influence of heterochromatin structures on tran-
scription elongation, we constructed yeast strains where the HMR-E silencer 
was inserted into the GAL-VPS13 model gene at a distance of 6 kb downstream 
of the VPS13 start codon (Figure 4B; Ref. I, Figure 1A). We used chromatin 
immunoprecipitation (ChIP) and quantitative PCR (qPCR) methods to deter-
mine the distribution of Sir3 protein representing heterochromatin formation at 
different locations within the model gene. When cells were grown in glucose, 
which represses transcription of GAL-VPS13, SIR complexes were efficiently 
recruited to the HMR-E sequence (GAL-VPS13-HMR-E) (Ref. I, Figure 1B). 
These complexes spread bidirectionally from the silencer sequence, preferen-
tially towards the 5’-end of the gene, although the promoter and the very 
beginning of the gene remained free of heterochromatin (Ref. I, Figure 1B). No 
accumulation of SIR complexes on the GAL-VPS13-HMR-E gene was detected 
in a sir4Δ strain, which is deficient in heterochromatin and SIR complex 
formation (Ref. I, Figure 1B). 
When transcription of the GAL-VPS13-HMR-E gene was induced, SIR 
complexes were removed from the entire locus, indicating that heterochromatic 
structures can be removed as a consequence of transcription (Ref. I, Figure 1B). 
To determine how SIR complexes influence the level of transcription induction 
and elongation, we compared the density of RNAPII and nucleosomes on GAL-
VPS13-HMR-E and GAL-VPS13 model genes in respective yeast strains. 
Surprisingly, after induction of transcription by galactose, the levels of RNAPII 
and nucleosomes upstream of the HMR-E silencer sequence on the model gene 
were similar in both strains (Ref. I, Figure 2A-B). However, we could not detect 
RNAPII recruitment or loss of nucleosomes downstream of the HMR-E element 
in GAL-VPS13-HMR-E (Ref. I, Fig. 2A-B). We were also unable to detect 
VPS13 transcripts beyond the HMR-E sequence with reverse transcriptase PCR 
(RT-PCR). This further indicated that although RNAPII can elongate through 
heterochromatin formed upstream of the HMR-E silencer, it is unable to 
traverse this region itself (Ref. I, Figure 5). 
To investigate whether transcription termination was caused by the hetero-
chromatin structure or another factor, we performed similar experiments in the 
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previously described sir4Δ strain. Again, RNAPII was incapable of transcribing 
through the HMR-E sequence, clearly demonstrating that this silencer element 
on its own represents a strong obstacle for transcription, as no SIR complexes 
and therefore no heterochromatin were present on the model gene in this strain 
(Ref. I, Figure 2C). 
Although the loss of SIR complexes from the GAL-VPS13-HMR-E model 
gene was concurrent with the appearance of elongating RNAPII in the coding 
region, we wanted to confirm that the disassembly of heterochromatic structure 
was a direct result of RNAPII elongation and was not merely caused by 
promoter activation. For this we constructed a yeast strain where the FBA1 
terminator sequence was inserted into GAL-VPS13-HMR-E at 3 kb downstream 
from the promoter, creating a model gene where RNAPII elongation is 
terminated before it reaches the heterochromatic region in the locus (Ref. I, 
Figure 4A). As expected, upon transcription activation, RNAPII was detected 
upstream of the terminator sequence (Ref. I, Figure 4B). Importantly, SIR 
complexes were not removed downstream of the terminator sequence, con-
firming that elongation through heterochromatic region is indeed required for 
displacement of SIR complexes. 
These results confirmed that RNAPII is capable of transcribing through 
heterochromatic region and that SIR complexes were removed from the model 
gene in a transcription-dependent manner. Therefore, we next asked whether 
encountering these structures changes the kinetics of transcription. To analyze 
the efficiency of RNAPII elongation, we monitored the accumulation of VPS13 
mRNA after induction of GAL-VPS13-HMR-E and GAL-VPS13 model genes. 
RNA samples collected at different time points after galactose induction were 
analyzed by RT-PCR. Surprisingly, mRNA accumulation was nearly identical 
in GAL-VPS13 and GAL-VPS13-HMR-E strains (Ref. I, Figure 5), indicating 
that presence of heterochromatin does not change the kinetics of gene induction 
and RNAPII elongation through the region.  
 
Histone H3 lysine 56 acetylation is required for RNAPII elongation 
through heterochromatin (Ref. I) 
Our next question was whether any chromatin modifying factors are needed for 
efficient elongation of RNAPII through heterochromatin in the GAL-VPS13-
HMR-E locus. In order to address this, we constructed twelve yeast strains with 
deletions of genes necessary for different transcription-coupled chromatin 
modifications and analyzed accumulation of VPS13 mRNA by RT-PCR upon 
induction of GAL-VPS13-HMR-E. Deletion of BRE1 (necessary for transcrip-
tion-coupled H2B K123 monoubiquitylation and subsequent methylation of 
H3K4 and K79 (Wood et al., 2003); H3 methyltransferase genes SET1, SET2 
and DOT1; chromatin remodelling factor gene RSC1; and histone deacetylase 
gene RPD3 had no adverse effect on GAL-VPS13-HMR-E transcription in-
duction (Ref. I, Figure 6A). We detected slightly slower appearance of GAL-
VPS13-HMR-E mRNA in sas2Δ and gcn5Δ strains (Ref I, Figure 6A), in 
concordance with previous results showing that both of these HATs are 
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important for control of heterochromatin spreading (Kimura et al., 2002; 
Kristjuhan et al., 2003; Suka et al., 2002).  
Strikingly, severe impairment of GAL-VPS13-HMR-E induction was 
detected in rtt109Δ, asf1Δ and htz1Δ strains (Ref. I, Figure 6A). Rtt109 and 
Asf1 are both required for H3K56 acetylation – Rtt109 has acetyltransferase 
activity, while the histone chaperone Asf1 is responsible for Rtt109 binding to 
H3 (Driscoll et al., 2007; Han et al., 2007; Recht et al., 2006; Schneider et al., 
2006; Tsubota et al., 2007). Htz1 is a histone variant of H2A, mainly in-
corporated into nucleosomes in subtelomeric regions to restrict spreading of the 
SIR complex, as well as in promoter regions of genes transcribed by RNAPII to 
facilitate rapid opening of chromatin at these loci (Li et al., 2005; Meneghini et 
al., 2003; Zhang et al., 2005).  
In order to confirm that the defects in GAL-VPS13-HMR-E transcript for-
mation were specific to our model gene containing heterochromatic structures, 
we determined the induction efficiency of the endogenous GAL10 gene in the 
same samples (Ref. I, Figure 6B). Induction of GAL10 was severely delayed in 
the htz1Δ strain, indicating that deletion of HTZ1 leads to general impairment of 
transcription of genes with the GAL10 promoter. Since a possibility existed that 
in rtt109Δ, asf1Δ and htz1Δ strains, transcription of long genes was affected by 
general defects in transcription elongation, we introduced the same deletions 
into the strain containing the GAL-VPS13 model gene without the HMR-E 
sequence. Again, induction of the GAL-VPS13 model gene was significantly 
delayed in the htz1Δ strain (Ref. I, Figure 6C). This confirmed that the loss of 
GAL-VPS13-HMR-E induction previously observed in the htz1Δ background 
was not caused specifically by the heterochromatic structures in the locus, but 
rather by an overall defect in induction of GAL10 promoter-driven genes. This 
result is in accordance with previous studies that demonstrated slow induction 
of inducible genes in the htz1Δ strain (Adam et al., 2001; Santisteban et al., 
2000). 
On the contrary, deletion of RTT109 and ASF1 caused slow induction of 
transcription primarily in the locus covered with heterochromatic structures 
(Ref. I, Figure 6). Interestingly, all three proteins: Rtt109, Asf1 and Htz1 were 
required only for initial rapid induction of the heterochromatin-covered gene, as 
GAL-VPS13-HMR-E mRNA was detected in all strains after overnight growth 
in galactose-containing medium (Ref. I, Figure 6A). Thus, it is possible that 
during long-term growth under inducing conditions, heterochromatic structures 
are removed during DNA replication, allowing RNAPII to access the locus and 
inhibit re-formation of SIR complexes. 
As Rtt109 and Asf1 proteins are both required for H3K56 acetylation, we 
decided to investigate the importance of this particular acetylation for RNAPII 
elongation through heterochromatic region in more detail. We constructed a 
yeast strain containing the GAL-VPS13-HMR-E model gene and carrying the 
H3K56R mutation, in which the H3 lysine at position 56 has been replaced by 
arginine to mimic the deacetylated state. As seen in the rtt109Δ and asf1Δ 
strains, mRNA production from the heterochromatic locus was severely 
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impaired in the H3K56R strain (Ref. I, Figure 6D), whereas induction of the 
endogenous GAL10 or the heterochromatin-free GAL-VPS13 gene was essen-
tially unaffected (Ref. I, Figure 6C-D). To further analyze the effect constitutive 
H3K56 acetylation would have on transcription of GAL-VPS13-HMR-E, we 
generated two additional strains: one with deletion of the two major H3K56 
deacetylases, HST3 and HST4, and another strain with the H3K56Q mutation, 
where the lysine has been replaced with glutamine to permanently mimic the 
acetylated state of the histone. We saw no impairment of transcription of the 
heterochromatic locus in these strains and, most importantly, when we com-
bined the H3K56Q mutation with deletion of RTT109, the inhibitory effect of 
rtt109Δ was reversed (Ref. I, Figure 6E). This confirmed that acetylation of 
H3K56, and not the Rtt109 protein itself, is responsible for efficient tran-
scription elongation through the heterochromatic region. 
As acetylation of H3K56 is cell cycle-regulated and occurs predominantly in 
the S-phase (Masumoto et al., 2005), we wanted to test whether progression 
through the S-phase is needed for effective transcription of the GAL-VPS13-
HMR-E locus. In order to address this question, we arrested cells in the G1-
phase using the yeast α-factor pheromone and monitored the induction of GAL-
VPS13 and GAL-VPS13-HMR-E mRNA in respective strains (Ref. I, Figure 7A-
B). The two strains had very similar induction patterns in arrested cells, and the 
overall transcription kinetics of our model gene was essentially the same as in 
asynchronous cells (Ref. I, Figure 5). Severe impairment of GAL-VPS13-HMR-
E transcript synthesis was observed only in the H3K56R background (Ref. I, 
Figure 7C). Taken together, these results demonstrate that acetylation of H3K56 
is essential for transcribing a heterochromatic locus, while progression through 
the S-phase is not necessary. 
To confirm that acetylation of H3K56 actually occurs in the GAL-VPS13-
HMR-E locus during transcription, we used ChIP to directly compare the 
presence of acetylated H3K56 before, during and after the induction of 
transcription from GAL-VPS13 and GAL-VPS13-HMR-E. We detected elevated 
acetylation levels of H3K56 in both strains at a region 5.5kb downstream of the 
promoter 120 minutes after galactose induction and shortly after repression of 
transcription (Ref. I, Figure 8). However, no significant change in H3K56 
acetylation levels was detected within the 6.4 kb non-transcribed region after 
transcription induction in the GAL-VPS13-HMR-E strain (Ref. I, Figure 8), 
confirming that H3K56 acetylation at this locus was transcription-dependent. 
Considering our overall results, we propose that the role of H3K56 acety-
lation may be either promotion of nucleosome removal during transcription 
elongation or inhibition of re-association of the SIR complex with the 
transcribed locus. As K56 is located in the part of the globular domain of 
histone H3 that contacts DNA and is close to the DNA entry/exit site (Hyland et 
al., 2005; Ozdemir et al., 2005), modification of this residue is good candidate 
for regulating histone-DNA or nucleosome-nucleosome interactions. Nucleo-
somes with H3K56 acetylation are bound more loosely to DNA and therefore 
can be removed more easily. During elongation, RNAPII displaces nucleo-
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somes, and new histones with acetylated H3K56 are then re-loaded onto 
chromatin in the wake of its passage (Kaplan et al., 2008b; Rufiange et al., 
2007; Schneider et al., 2006). This may create a more favourable chromatin 
environment for the next elongating RNAPII molecule. 
In addition, H3K56 acetylation may directly interfere with the ability of the 
SIR complex to re-associate with the transcribed locus, leading to opening of 
heterochromatic structures. It has been shown that acetylation of H3K56 
disrupts telomeric silencing and that in silenced loci K56 is maintained mostly 
in a hypoacetylated state (Miller et al., 2008; Xu et al., 2007; Yang et al., 2008). 
This possibility is also supported by in vitro experiments by Oppikofer and 
colleagues (Oppikofer et al., 2011). They demonstrated that acetylation of 
H3K56 reduced the affinity of the SIR complex for chromatin. Moreover, 
acetylated H3K56 also increased the accessibility of linker DNA to Micrococcal 
nuclease (MNase), suggesting that this acetylation leads to spontaneous un-
wrapping of DNA from the histone octamer (Oppikofer et al., 2011). Therefore, 
both DNA mobility and SIR complex re-association mechanisms may account 
for the anti‐silencing effect of acetylated H3K56. 
Additionally, it is worth noting that the borders of heterochromatic regions 
of DNA are not strictly defined, but are rather the product of the constantly 
changing equilibrium between SIR complex binding and dissociation. There-
fore, it is possible that SIR recruitment is inhibited by the replacement of 
nucleosomes during transcription elongation with new nucleosomes containing 
acetylated H3K56. This, in turn, leads to shifting of the border between eu- and 
heterochromatin in favour of euchromatin. When acetylation of H3K56 is 
abolished (either by deleting ASF1 or RTT109 genes or by mutating H3K56 to 
arginine), reloaded nucleosomes do not restrict spreading of the SIR complex, 
and opening of a heterochromatic locus becomes considerably slower that in 
wild type cells.  
 
 
3. Transcriptionally inactivated replication origins are 
repetitively licensed after transcription (Ref. II) 
Cells start preparing for genome replication before the actual start of the S-
phase. Already in the early G1-phase, ORC recruits the minichromosome main-
tenance (MCM) helicase to replication origins. These pre-replicative complexes 
(pre-RCs) remain inactive until cells enter the S-phase. It was demonstrated that 
replication origins in S. cerevisiae are mostly located in intergenic regions, so 
that transcription should not interfere with their functioning (Wyrick et al., 
2001). However, the yeast genome is highly compact and bidirectional tran-
scription initiation is common, giving rise to transcription of CUTs from inter-
genic regions (David et al., 2006; Davis and Ares, 2006; Neil et al., 2009; 
Wyers et al., 2005; Xu et al., 2009). Thus, it is highly likely that elongating 
RNAPII will encounter pre-replicative complexes at origins. This raises 
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questions about the consequences of such collisions and about the frequency 
with which replication origins are transcribed in budding yeast. 
Our first goal was to determine the proportion of replication origins affected 
by transcription in S. cerevisiae. To answer this question, our colleagues from 
the Institute of Computer Science analyzed the tiling array data of the total 
transcriptome published by Neil et al. (2009). The analysis compared tran-
scription of 336 replication origins defined as “confirmed autonomously 
replicating sequences (ARS)” in S. cerevisiae OriDB (Nieduszynski et al., 
2007) to the average level of non-coding DNA transcription genome-wide. 
Results showed that over 10% of replication origins (34 of 336) had higher 
levels of transcription than an average non-coding region (Ref. II, Figure 1A). 
However, this analysis probably underestimated the number of transcribed 
replication origins due to the fact that in yeast cells transcription of non-coding 
DNA is widespread, which increases the background signal significantly.  
To study in more detail whether transcription of non-coding DNA overlaps 
with replication origins, the genome-wide locations of CUTs as defined by the 
Serial Analysis of Gene expression (SAGE) by Neil et al. (2009) were analyzed. 
Replication origins were considered as untranscribed when no CUTs overlapped 
their location; as moderately transcribed when overlapped by 1-10 CUTs; and 
as extensively transcribed with 11-43 overlapping CUTs. This analysis revealed 
that more than one-third of all replication origin sequences are transcribed as 
CUTs (Ref. II, Figure 1B). Importantly, this analysis allowed us to identify 128 
transcribed replication origins, compared to only 34 such origins revealed by 
the tiling array analysis of the total transcriptome (Ref. II, Figure 1C). Our 
results indicate that transcription of replication origins is common in S. cere-
visiae, and that replication origins are mainly transcribed as CUTs. Although 
most of the replication origins are located in non-coding regions with low 
transcriptional activity, some efficient and active replication origins like 
ARS305 and ARS519 are highly transcribed as CUTs. This raises the question 
of how these two processes, transcription and replication origin functioning, 
influence one another. 
 
Formation of the Pre-RC in a transcriptionally active locus (Ref. II) 
To study what happens when an elongating RNAPII encounters a replication 
origin loaded with the pre-RC, we inserted different replication origins, referred 
to as ARS (ARS605, ARS607, ARS609 and ARS409) into our galactose-
inducible GAL-VPS13 model gene at a location 3 kb downstream of the VPS13 
start codon (Figure 4C; Ref. II, Figure 2A). We used ChIP to detect the 
transcribing RNAPII and monitor the binding of pre-RC components at GAL-
VPS13-ARS loci. Insertion of the different ARS sequences into our model gene 
did not interfere with RNAPII transcription elongation, as evidenced by the fact 
that after transcription induction with galactose, we could detect RNAPII both 
upstream (at 2.6 kb) and downstream (at 3.5 kb) of the ARS sequence (Ref. II, 
Figure 2B). Although the signal of RNAPII was ~30% weaker at 3.5 kb 
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compared to 2.6 kb, this reduction was similar to that seen in the GAL-VPS13 
model gene without an ARS sequence (Ref. II, Figure 2B). 
We confirmed formation of the pre-RC in GAL-VPS13-ARS by monitoring 
the binding of Orc2 and Mcm4 proteins to the origin region. When transcription 
was repressed, we detected a 6-12 fold enrichment of Orc2 binding to different 
GAL-VPS13-ARS loci, while no Orc2 signal was detected in the GAL-VPS13 
locus without an ARS sequence (Ref. II, Figure 2C). When transcription was 
induced with galactose, recruitment of Orc2 to GAL-VPS13-ARS loci was 
significantly reduced compared to non-induced conditions (Ref. II, Figure 2C). 
Orc2 occupancy was also measured at corresponding natural ARS loci and 
showed very similar levels to those found in transcriptionally repressed GAL-
VPS13-ARS loci (Ref. II, Figure 2C). Importantly, no significant changes in 
Orc2 binding were detected in different growth media at natural ARS loci, 
confirming that loss of Orc2 from the GAL-VPS13-ARS model gene came as a 
result of transcription in the locus (Ref. II, Figure 2C).  
We performed similar experiments with the MCM helicase component 
Mcm4 in two selected strains (GAL-VPS13 model gene with either ARS609 or 
ARS409 inserted). Again, we detected that binding of Mcm4 to GAL-VPS13-
ARS loci was reduced upon transcriptional induction (Ref. II, Figure 2D). These 
results indicate that the replication origins within the transcriptionally inactive 
GAL-VPS13-ARS model gene were efficiently licensed. As before, no reduction 
of Mcm4 occupancy was observed at corresponding natural ARS sequences 
when cells were grown in galactose-containing medium and GAL transcription 
was induced (Ref. II, Figure 2D). 
To investigate the RNAPII transcription-dependent removal of the pre-RC in 
more detail, we induced transcription of the GAL-VPS13-ARS607 locus with 
galactose-containing medium for 120 minutes and then repressed it with 
glucose-containing medium for 30 minutes. Within 120 minutes of tran-
scription, virtually all MCM and ORC complexes were removed from the 
ARS607 insert (Ref. II, Figure 3A-B). Strikingly, after 10 minutes of 
transcription repression, almost 50% of both complexes were reloaded onto the 
locus. (Ref. II, Figure 3A-B). For reference, we analyzed the Mcm4 and Orc2 
signal at the natural chromosomal location of ARS607 and observed no 
significant changes in different media during the time course of the experiment 
(Ref. II, Figure 3A-B). We also monitored the amount of RNAPII at the 3.5 kb 
location from the start site of GAL-VPS13-ARS607 and, as expected, found it to 
correlate negatively with the amounts of pre-RC components (Ref. II, Figure 
3C).  
The speed of ORC and MCM complex reloading suggested that cells do not 
need to go through the S-phase for relicensing of origins, and that origins within 
the GAL-VPS13-ARS loci are reloaded with pre-RCs immediately after 
transcription of the model gene is terminated. To verify this, we arrested cells in 
the G1-phase with α-factor and observed the removal and reloading of Mcm4 
while maintaining cells in the G1-phase throughout the experiment (Ref. II, 
Figure 4A). In all four strains with different ARS sequences in the model gene, 
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we detected MCM removal from GAL-VPS13-ARS in response to transcription 
induction (Ref. II, Figure 4B). After 60 minutes of transcription repression of 
the model gene, the MCM complex was efficiently reloaded onto GAL-VPS13-
ARS, even though cells were still arrested in the G1-phase (Ref. II, Figure 4B). 
No MCM removal or reloading was detected during the course of the ex-
periment at natural ARS loci, as these origins in their natural chromosomal 
positions are not affected by galactose-inducible transcription (Ref. II, Figure 
4C).  
As we confirmed that reloading of transcriptionally removed pre-RCs onto 
replication origins is possible in the G1-phase, we wanted to know whether 
these relicensed origins were competent for replication initiation in the follo-
wing S-phase. To monitor replication origin firing, the Cdc45 protein has been 
used as a reliable marker, as it associates with origins at the time of replication 
initiation (Aparicio et al., 2004; Zou and Stillman, 2000). We performed ChIP 
assays to detect Cdc45 throughout the course of the S-phase at the ARS609 
origin inserted into GAL-VSP13 (Ref. II, Figure 5A). After arresting cells with 
α-factor, pre-RC proteins were displaced by transcription, and then allowed to 
re-associate with DNA during 60 minutes in transcriptionally repressive con-
ditions. Cells were then released into the S-phase, and binding of Cdc45 to the 
GAL-VPS13-ARS609 locus was monitored by ChIP (Ref. II, Figure 5A). In 
parallel, we analyzed cells that had been kept continuously in transcriptionally 
repressive conditions, as well as cells where transcription of GAL-VPS13-
ARS609 was actively ongoing (Ref. II Fig. 5A). For reference, we also 
determined Cdc45 recruitment to the natural ARS609 locus (Ref. II Fig. 5A). 
We detected that when transcription was repressed, Cdc45 bound to the GAL-
VPS13-ARS609 locus (both Raf-Gal-Glc and Glc sample) and to the native 
ARS609 locus ~60 minutes after release from the G1-arrest, indicating that 
replication was initiated from these origins in the S-phase of the same cell 
cycle. As expected, when transcription was continuously activated, no binding 
of Cdc45 to the GAL-VPS13-ARS609 replication origin was observed (Ref. II, 
Figure 5A). These results not only confirmed that a relicensed ARS609 origin in 
the GAL-VPS13 locus was efficiently activated, but that there was no change in 
the timing or efficiency of replication origin activation compared to native 
ARS609 or to a GAL-VPS13-ARS609 origin that had been continuously kept in 
transcriptionally repressive conditions. 
Finally, we analyzed DNA replication intermediate structures of GAL-
VPS13-ARS609 loci from cells grown either in transcriptionally repressed or 
active conditions, or in conditions allowing relicensing of the origin. Detection 
of the replication bubble arc by two-dimensional DNA electrophoresis analysis 
confirmed that a relicensed GAL-VPS13-ARS609 origin successfully fired 60 
minutes after release into the S-phase (Ref. II, Figure 5C). Origin firing was 
also detected in cells grown in transcriptionally repressed conditions, but not in 
cells where transcription of the GAL-VPS13-ARS609 locus was ongoing (Ref. 
II, Figure 5D-E). 
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Taken together, our results indicated that even though majority of S. 
cerevisiae replication origins are located in intergenic regions, at least one-third 
of them are transcribed, leading to displacement of pre-RC components (Ref. II, 
Figure 1; 2). However, our analysis also demonstrated that some of the 
replication origins are located in transcriptionally active regions, raising the 
possibility that replication machinery may benefit from transcription-coupled 
modifications and remodelling of chromatin. After the passage of RNAPII, 
transcribed regions may become more easily accessible to pre-RC components 
and facilitate initiation of replication. We also confirmed that when elongating 
RNAPII encounters a pre-RC, the latter is removed from the origin, yet 
elongation by RNAPII is unaffected (Ref. II, Figure 2). As individual RNAPII 
complexes often need to transcribe very long genes without dissociation, it is 
important that they remain active and stable on DNA even upon collision with 
other complexes. Our data support this concept, as the relative amount of 
RNAPII on our model gene was not affected by encountering and inducing 
removal of pre-RC components (Ref. II, Figure 2). Importantly, after tran-
scription stops, transcriptionally inactivated replication origins are quickly re-
loaded with pre-RC components. This happens during the same G1-phase and 
allows for DNA replication to be initiated from these relicensed origins in the 
following S-phase. Such relicensing provides cells with a rescue mechanism for 
replication origins loaded with pre-RCs in case of sporadic transcription and 
helps maintain a sufficient number of functional replication origins. The exis-
tence of this mechanism further supports the idea that even though elongating 
RNAPII causes removal of pre-RC components, changes in chromatin structure 
induced by transcription may help replication machinery. Such a relicensing 
mechanism may also explain how replication origins can be located in 
transcriptionally active regions in other eukaryotes. For example, it was shown 
that in mouse embryonic stem cells, 85% of the replication origins are located 
within transcriptional units (Sequeira-Mendes et al., 2009).  
 
 
4. Elongating RNAPII is uniformly distributed on a highly 
transcribed locus (Ref III) 
Although the amount RNAPII recruited to a gene usually corresponds to the 
levels of produced transcript, several genome-wide studies of RNAPII 
occupancy have reported uneven distribution of the enzyme on different genes. 
For example, within some genes, elevated RNAPII signal has been detected in 
5’-regions, while in others the polymerase appears to be concentrated either at 
the end of the coding region or at both 5’- and 3’-ends (Glover-Cutter et al., 
2008; Rodriguez-Gil et al., 2010; Steinmetz et al., 2006). Additionally, when 
transcription from the galactose-inducible GAL-VPS13 model gene was 
activated, considerably higher amount of RNAPII was detected in the 5’-region 
compared to the 3’-end of the gene in S. cerevisiae (Kristjuhan and Svejstrup, 
2004). Such uneven distribution is expected immediately following induction of 
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transcription. However, we observed similar uneven distribution of RNAPII on 
GAL-VPS13 even in cells that had been growing overnight in galactose-
containing medium. In these cells, distribution of RNAPII should be stably 
established across the body of the GAL-VPS13 gene. 
One explanation for the gradual decline of the RNAPII density along the 
GAL-VPS13 model gene could be acceleration of RNAPII during transcription, 
which would increase the distance between elongating polymerases. Alterna-
tively, only a fraction of cells may produce a full-length transcript, while in 
others transcription terminates at random points in the gene. In this case, 
detection of RNAPII with ChIP in a population of cells would create deceptive 
enrichment of RNAPII at the beginning of the gene, as most cells would have 
RNAPII molecules at the beginning of the gene, but only some would have it at 
the end of the gene. 
To analyze the distribution of elongating RNAPII complexes on the GAL-
VPS13 model gene in more detail, we performed ChIP analysis of cells where 
GAL-regulated transcription had been induced for 30 minutes by growth in 
galactose-containing medium. We observed that the amount of RNAPII was 
inversely correlated to the distance from the promoter. It decreased gradually, 
so that at the end of the coding region the density of RNAPII was approxi-
mately four times lower than next to the promoter region (Ref. III, Figure 1). To 
investigate the distribution of RNAPII at different regions of our model gene 
without variations in analyzed DNA sequence, we inserted a 700 bp DNA frag-
ment (originating from the Kluyveromyces lactis VPS13 gene) into the coding 
region of GAL-VPS13 at different locations (at 0.1 kb, 3 kb, 6 kb or 9 kb down-
stream of the VPS13 start codon) (Figure 4D; Ref. III, Figure 2A). These four 
yeast strains allowed us to analyze the amount of RNAPII on the exact same 
DNA sequence at various distances from the promoter, eliminating any possible 
influence from the DNA template. Using this approach, we observed that after 
overnight induction of GAL-regulated transcription, the relative amount of 
elongating RNAPII on the DNA insert remained dependent on its distance from 
the promoter, being approximately three times higher at the beginning of the 
gene than at its 3’-end (Ref. III, Figure 2B). 
To exclude the possibility that differences in RNAPII levels might originate 
from different induction of galactose-regulated genes, we compared the amount 
of RNAPII recruited to the coding region of the GAL10 gene and to the 2.6 kb 
region of the GAL-VPS13 model gene in all four yeast strains (Ref. III, Figure 
2C). The results showed very similar induction dynamics of GAL10 and GAL-
VPS13 in different strains. This confirmed that the differences in RNAPII levels 
along the model gene reflected a genuine decrease of RNAPII density towards 
the end of the gene and were not caused by our experimental conditions. 
 
Determination of uniform RNAPII distribution in the actively transcribed 
GAL-VPS13 locus by re-ChIP assay (Ref. III) 
Previous studies had demonstrated considerable variability in gene expression 
levels in individual yeast cells by measuring real-time GFP-bound mRNA 
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synthesis and using in situ hybridization assays (Larson et al., 2011; Zenklusen 
et al., 2008). These methods are suitable for estimating the amount of actively 
transcribing polymerases at a specific locus within a single cell. However, the 
distribution of individual RNAPII complexes along a transcribed gene remained 
unclear. By contrast, the conventional ChIP assay allows analysis of RNAPII 
distribution along a specific transcribed gene, but it reflects the average density 
of polymerase complexes on this gene in a population of cells. Therefore, this 
method is unable to determine whether an elevated RNAPII signal at the 
beginning of a gene reflects a genuinely higher density of RNAPII complexes in 
the 5’-region of the gene in all cells. Alternatively, it is possible that a stronger 
polymerase signal in the 5’-end is detected because transcription of the model 
gene is induced in most cells, but only a small number of them completely 
transcribe to the end of the gene.  
To distinguish multiple elongating RNAPII complexes in a single GAL-
VPS13 locus, we constructed a yeast strain where the Rpb3 subunit of RNAPII 
was tagged with the E2 epitope in its genomic locus, while two additional 
copies of the RPB3 gene with either E4 or myc-tag were inserted into the HIS3 
and LEU2 loci, respectively. Because the RNAPII complex contains only one 
subunit of Rpb3, every RNAPII molecule in this strain could contain only E2, 
E4 or myc-tag, but not multiple tags at the same time. Equal incorporation of 
differently tagged Rpb3 subunits into functional RNAPII complexes was 
confirmed by ChIP, with all three variants of the complex efficiently recruited 
to the GAL-VPS13 locus after galactose induction (Ref. III, Figure 3). 
Next, we used this strain for sequential ChIP analysis (re-ChIP) to detect 
multiple RNAPII complexes on the same DNA fragment and to analyze the 
distribution of transcribing polymerases on our GAL-VPS13 model gene. We 
induced transcription of the GAL-VPS13 gene and used an antibody against the 
E2-tag for the first round of ChIP to precipitate RNAPII complexes containing 
Rpb3 with this tag (approximately one third of all polymerases in the cell 
extract). For the second round of ChIP, we used antibodies against either the E4 
or myc-tag to recover DNA fragments bound by multiple polymerases. If only a 
single RNAPII complex was bound to a DNA fragment at one time, the second 
round of immunoprecipitation would yield no signal. However, successful 
recovery of RNAPII-DNA complexes in the second immunoprecipitation 
indicated that at least two differently tagged RNAPII molecules could occupy 
the same DNA fragment simultaneously. Importantly, this confirms that the 
whole RNAPII-DNA complex originated from the same cell, giving us a unique 
opportunity to detect multiple transcribing polymerases on a single chromatin 
fragment. 
We compared the recovery of RNAPII from the second round of re-ChIP 
with different antibodies throughout the entire GAL-VPS13 locus. The amount 
of RNAPII precipitated with the 4H8 antibody that recognizes the Rpb1 subunit 
and therefore all RNAPII complexes, regardless of their epitope tag, was 
defined as maximal possible recovery of RNAPII complexes in the second 
round of re-ChIP. Re-precipitation with antibodies recognizing either the E4 or 
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myc-tag recovered 30-40 % of RNAPII complexes within the GAL-VPS13 locus 
compared to precipitation with the 4H8 antibody (Ref. III, Figure 4A). 
Intriguingly, no major differences in the efficiency of RNAPII recovery in 
different regions of the GAL-VPS13 gene were detected; the amount of 
recovered RNAPII was rather uniform, regardless of the distance from the 
promoter (Ref. III, Figure 4A). This result indicates that uneven distribution of 
RNAPII on our model gene that was detected using conventional ChIP reflects 
the heterogeneity of the cell population, rather than different spacing of RNAPII 
molecules on this gene in individual cells. 
When we applied re-ChIP assay to the less intensively transcribed FBA1, 
TAN1 and ARN1 genes, the recovery of multiple polymerases from the highly 
transcribed FBA1 locus was slightly lower than from GAL-VPS13 (Ref. III, 
Figure 4A). However, we could not recover any RNAPII-DNA complexes from 
the relatively weakly expressed ARN1 and TAN1 loci in the re-ChIP assay (data 
not shown), indicating that either the re-ChIP assay is not sufficiently sensitive 
or that only a single RNAPII transcribes these loci at any moment in time. 
Several other genome-wide studies support the latter possibility, as it has been 
shown that transcription of most genes is a rare event, taking place only a few 
times during one cell cycle (Holstege et al., 1998; Nagalakshmi et al., 2008; 
Pelechano et al., 2010). Additionally, the in situ hybridization analysis of 
transcription dynamics in living yeast cells has revealed that majority of 
constitutively expressed genes are transcribed by a single RNAPII complex 
(Zenklusen et al., 2008). 
Finally, we wanted to determine the number of transcribing RNAPII 
molecules in a single DNA-protein complex. We used an equation to calculate 
how the probability of precipitating a second epitope tag increases as more 
polymerases are bound to the same DNA fragment. Experimentally acquired 
values from re-ChIP assay (Ref. III, Figure 4A) were fitted to the probability 
curve of multiple RNAPII complex detection (Ref. III, Figure 4B). For 
simplicity, it was assumed that all RNAPII complexes present at the locus were 
cross-linked during cell extract preparation. While this assumption probably 
overestimates the real cross-linking efficiency, it allows us to define the 
minimal number of RNAPII complexes bound to the same DNA fragment. Our 
results show that on average at least 2-2.5 RNAPII complexes occupy the same 
DNA fragment within the GAL-VPS13 model gene (Ref. III, Figure 4B). The 
number of recovered RNAPII complexes in the FBA1 locus, one of the most 
highly transcribed constitutively expressed genes in yeast, was slightly lower, 
averaging around 1.8 polymerases on a single DNA fragment (Ref. III, Figure 
4B). We confirmed that the maximal length of DNA fragments in our re-ChIP 
assay was ~1000 bp (Ref. III, Figure 4C), although the majority of them were 
roughly 500 bp as assessed by DNA electrophoresis. This also indicates that the 
DNA fragments in our lysates were short enough to distinguish between 
RNAPII-DNA complexes bound to different regions of the GAL-VPS13 model 
gene. As the real cross-linking efficiency of RNAPII is probably considerably 
lower than the theoretical maximal efficiency used in our calculations, it is 
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important to emphasize that these estimations should be considered as the 
minimal number of RNAPII complexes on a single fragment of DNA. 
Our data show that spacing between different elongating RNAPII complexes 
remains stable along the entire highly transcribed model gene (Ref. III, Figure 
4). In cases of random abortion of transcription and steady speed of elongation 
by transcribing RNAPII, we should see lower density of polymerases in the 
distal part of the gene. Therefore, it appears that two different ways to obtain a 
uniform distribution of RNAPII on a gene can be used. First, some elongating 
polymerases could abort in a co-ordinated way. For example, DNA damage 
might result in co-ordinated abortion of all elongating RNAPII complexes, as 
polymerases have to be removed and degraded for efficient DNA repair in the 
coding regions of genes (Somesh et al., 2005; Woudstra et al., 2002). Second, it 
is possible that the leading RNAPII complex elongates more slowly than the 
ones following it. This way, if any RNAPII complex prematurely aborts 
transcription, the faster polymerases can catch up with the leading polymerase, 
preserving even distribution of elongating RNAPII complexes. There are 
several reasons for the leading RNAPII complex to be slower than the following 
ones. For example, opening the chromatin structure and temporary removal of 
nucleosomes in coding regions of highly transcribed genes (Kristjuhan and 
Svejstrup, 2004; Lee et al., 2004; Schwabish and Struhl, 2004; Värv et al., 
2007) could slow down the leading polymerase, while the following polyme-
rases can transcribe more easily through the open chromatin in its wake. Even if 
nucleosomes are re-assembled behind the leading RNAPII complex, it is still 
possible that since newly synthesized nucleosomes are acetylated on H3K56, 
they are not as tightly bound to DNA and are therefore more easily removed. 
Alternatively, the leading RNAPII complex could abort transcription more 
easily than the ones following it. It has been shown that many regulated genes 
are expressed as transcriptional bursts, where after rapid initiation of multiple 
mRNAs, the promoter remains inactive for relatively long periods (Chubb et al., 
2006; Pare et al., 2009; Zenklusen et al., 2008). In this case, a group of 
polymerases transcribe through the entire locus together, and if the first one 
aborts, the next one can take over as the leading complex. This mechanism 
preserves uniform distribution of RNAPII complexes on genes, as we have 
shown in our experiments. Such a mechanism could be the most efficient 
strategy for inducible gene expression in response to external signals because 
cooperation of multiple RNAPII complexes may lower the nucleosomal barrier 
to transcription and thus ensure synthesis of full-length transcripts. This idea is 
supported by in vitro experiments done by Kulaeva and colleagues, showing 
that transcription efficiency through the nucleosomal barrier was greatly 
increased when the second RNA polymerase complex followed closely behind 
the leading one (Kulaeva et al., 2010). It was proposed that most likely the 
second RNA polymerase complex prevents backtracking of the first one. 
Additionally, our data show that the average ChIP signal detected in a cell 
population should be interpreted with care, as such results could conceal the 
actual situation in individual cells. 
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CONCLUSIONS 
Transcription elongation is a highly complex process, influenced by a variety of 
different factors. This study focuses mainly on the mechanisms of RNAPII-
dependent transcription elongation in S. cerevisiae, examining the fate of 
elongating RNAPII complexes as they encounter different obstacles such as 
heterochromatin or pre-replication complexes in their path. As it was already 
known that transcription repression by heterochromatin targets the transition 
between RNAPII initiation and elongation, we wanted to find out whether 
already elongating RNAPII complexes could transcribe through these struc-
tures. Since we saw that RNAPII can contend with heterochromatin without a 
detrimental effect on its elongation efficiency, our next goal was to determine 
how transcription elongation is influenced by a replication origin loaded with 
pre-RC complexes in the early G1-phase. To study this, we inserted a repli-
cation origin into the highly transcribed GAL-VPS13 model gene and studied its 
effect on transcription. Our results indicated that replication origins inserted into 
the model gene did not hinder transcription elongation by RNAPII. However, 
we repeatedly noticed that the amount of RNAPII complexes gradually de-
creased along the model gene. As this observation was based on the average 
signal from the whole cell population, we employed sequential chromatin 
immunoprecipitation assay (re-ChIP) to detect multiple RNAPII complexes on 
the same DNA fragment. Intriguingly, our results revealed that in cases where 
transcription proceeds all the way to the 3’-end of the coding region, elongating 
RNAPII complexes are distributed uniformly throughout the entire length of the 
GAL-VPS13 model gene.  
The following specific conclusions can be drawn from the current thesis: 
1. Elongating RNAPII can transcribe through heterochromatin, leading to 
displacement of silencing complexes from the transcribed locus. 
2. Acetylation of H3K56 is essential for RNAPII elongation through hetero-
chromatin in budding yeast. 
3. Many replication origins are transcribed in the budding yeast genome, 
mostly as cryptic unstable transcripts (CUTs). 
4. Pre-RC complexes formed on replication origins in a highly transcribed 
locus are removed by elongating RNAPII, and this encounter does not 
interfere with transcription elongation. 
5. Transcription-coupled inactivation of replication origins is reversible via re-
assembly of pre-RC components onto origins when transcription stops. 
These relicensed replication origins are fully functional in the following S-
phase. 
6. Elongating RNAPII complexes are uniformly distributed throughout a highly 
transcribed locus. 
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SUMMARY IN ESTONIAN 
RNA polümeraas II-sõltuva transkriptsiooni elongatsioon 
pagaripärmis Saccharomyces cerevisiae 
Kõikides eukarüootsetes rakkudes viib valke kodeerivate geenide transkript-
siooni läbi RNA polümeraas II (RNAPII). Protsessi, mille käigus sünteesitakse 
mRNA, nimetatakse transkriptsioonitsükliks ning see tsükkel jaotatakse kol-
meks etapiks: transkriptsiooni initsiatsioon, elongatsioon ja terminatsioon. 
Eukarüootsetes organismides on rakutuumades paiknev genoom pakitud kroma-
tiiniks, mis jaguneb sõltuvalt pakituse tasemest eu- või heterokromatiiniks. 
Sõltumata oma pakituse tasemest takistab kromatiin kõiki DNA-ga toimuvaid 
protsesse. Lisaks ülaltoodule jääb transkriptsiooni läbi viiva RNAPII kompleksi 
teele ka muid takistusi, nagu näiteks DNA kahjustused või DNA-ga seotud 
protsessides osalevad makromolekulaarsed kompleksid, mis võivad samuti 
transkriptsiooni elongatsiooni häirida. 
Pikka aega arvati, et RNAPII poolt läbi viidavat transkriptsiooni kontrolli-
takse rakkudes peamiselt vaid initsiatsiooni tasemel, kuid nüüdseks on teada, et 
ka transkriptsiooni elongatsioon on väga keeruline ja tugeva kontrolli all olev 
protsess. Käesolevas töös uurisin RNAPII elongatsiooni mehhanisme, kasutades 
mudelorganismina pagaripärmi Saccharomyces cerevisiae ja mudelgeenina ühte 
pikka geeni GAL-VPS13, mille ekspressiooni saab süsinikuallikaga söötmes 
reguleerida. Töö esmaseks eesmärgiks oli tekitada kõrgel tasemel transkribee-
ritava pika mudelgeeni sisse nn. vaigistavate valgukomplekside abil hetero-
kromatiinne ala ning uurida, kuidas selline struktuur mõjutab transkriptsiooni. 
Kuna elongatsioonietapis olev RNAPII võib transkriptsiooni käigus puutuda 
kokku erinevate DNA-ga seotud makromolekulaarsete kompleksidega, küsi-
sime, mis juhtub siis, kui kõrgel tasemel transkribeeritavasse mudelgeeni viia 
sisse replikatsiooni alguspiirkond (origin), millel moodustuvad pre-replika-
tiivsed kompleksid. Eelnevates, terveid rakupopulatsioone hõlmavates katsetes 
oli näidatud, et RNAPII kompleksid jaotusid geenidel ebaühtlaselt, millest 
tulenevalt oli käesoleva töö järgmiseks eesmärgiks uurida RNAPII komplekside 
jaotumist ühel kõrgelt transkribeeritaval mudelgeenil ühes rakus. 
Kokkuvõtvalt saab teha antud uurimustöö tulemuste põhjal sellised järel-
dused: 
1. Elongatsiooni etapis olev RNAPII suudab transkribeerida läbi heterokroma-
tiini, mis viib vaigistavate valgukomplekside eemaldamisele. 
2. RNAPII elongatsiooniks läbi heterokromatiini on pagaripärmis vajalik 
histooni H3 56. positsioonis (H3K56) oleva lüsiinijäägi atsetüleerimine. 
3. Pagaripärmi genoomis paikneb enamus replikatsiooni alguspunkte küll valke 
kodeerivate geenide vahelises alas, kuid kuna paljud pärmi promootorid 
suudavad initsieerida transkriptsiooni kahesuunaliselt, siis transkribeeritakse 
neist replikatsiooni alguspunktidest vähemalt kolmandikku. 
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4. Elongatsioonietapis olev RNAPII suudab kõrgel tasemel transkribeeritavalt 
geenilt eemaldada sellel moodustunud pre-replikatiivsed kompleksid, ilma et 
selline kokkupuude häiriks juba toimuvat transkriptsiooni protsessi. 
5. Pärast transkriptsiooni lõppemist taastatakse pre-replikatiivsed kompleksid 
RNAPII transkriptsiooni poolt inaktiveeritud replikatsiooni alguspiirkon-
dadel ning sellised uuesti moodustunud pre-replikatsioonikompleksid on 
järgnevas S-faasis funktsionaalsed. 
6. Kõrgel tasemel transkribeeritaval geenil paiknevad RNAPII kompleksid 
ühtlaselt kogu geeni ulatuses. 
45 
REFERENCES 
Adam, M., Robert, F., Larochelle, M., and Gaudreau, L. (2001). H2A.Z is required for 
global chromatin integrity and for recruitment of RNA polymerase II under specific 
conditions. Mol Cell Biol 21, 6270–6279. 
Ahn, S.H., Kim, M., and Buratowski, S. (2004). Phosphorylation of serine 2 within the 
RNA polymerase II C-terminal domain couples transcription and 3' end processing. 
Mol Cell 13, 67–76. 
Allfrey, V.G., and Mirsky, A.E. (1964). Structural Modifications of Histones and their 
Possible Role in the Regulation of RNA Synthesis. Science 144, 559. 
Allison, L.A., Moyle, M., Shales, M., and Ingles, C.J. (1985). Extensive homology 
among the largest subunits of eukaryotic and prokaryotic RNA polymerases. Cell 
42, 599–610. 
Allmang, C., Kufel, J., Chanfreau, G., Mitchell, P., Petfalski, E., and Tollervey, D. 
(1999). Functions of the exosome in rRNA, snoRNA and snRNA synthesis. EMBO 
J 18, 5399–5410. 
Aparicio, J.G., Viggiani, C.J., Gibson, D.G., and Aparicio, O.M. (2004). The Rpd3-Sin3 
histone deacetylase regulates replication timing and enables intra-S origin control in 
Saccharomyces cerevisiae. Mol Cell Biol 24, 4769–4780. 
Ardehali, M.B., and Lis, J.T. (2009). Tracking rates of transcription and splicing in 
vivo. Nat Struct Mol Biol 16, 1123–1124. 
Arigo, J.T., Eyler, D.E., Carroll, K.L., and Corden, J.L. (2006). Termination of cryptic 
unstable transcripts is directed by yeast RNA-binding proteins Nrd1 and Nab3. Mol 
Cell 23, 841–851. 
Armache, K.J., Kettenberger, H., and Cramer, P. (2003). Architecture of initiation-com-
petent 12-subunit RNA polymerase II. Proc Natl Acad Sci U S A 100, 6964–6968. 
Basehoar, A.D., Zanton, S.J., and Pugh, B.F. (2004). Identification and distinct 
regulation of yeast TATA box-containing genes. Cell 116, 699–709. 
Belotserkovskaya, R., Oh, S., Bondarenko, V.A., Orphanides, G., Studitsky, V.M., and 
Reinberg, D. (2003). FACT facilitates transcription-dependent nucleosome alte-
ration. Science 301, 1090–1093. 
Boehm, A.K., Saunders, A., Werner, J., and Lis, J.T. (2003). Transcription factor and 
polymerase recruitment, modification, and movement on dhsp70 in vivo in the 
minutes following heat shock. Mol Cell Biol 23, 7628–7637. 
Bohm, V., Hieb, A.R., Andrews, A.J., Gansen, A., Rocker, A., Toth, K., Luger, K., and 
Langowski, J. (2011). Nucleosome accessibility governed by the dimer/tetramer 
interface. Nucleic Acids Res 39, 3093–3102. 
Booth, G.T., Wang, I.X., Cheung, V.G., and Lis, J.T. (2016). Divergence of a conserved 
elongation factor and transcription regulation in budding and fission yeast. In 
Genome Res. 
Bortvin, A., and Winston, F. (1996). Evidence that Spt6p controls chromatin structure 
by a direct interaction with histones. Science 272, 1473–1476. 
Brueckner, F., and Cramer, P. (2008). Structural basis of transcription inhibition by 
alpha-amanitin and implications for RNA polymerase II translocation. Nat Struct 
Mol Biol 15, 811–818. 
Buratowski, S. (2009). Progression through the RNA polymerase II CTD cycle. Mol 
Cell 36, 541–546. 
Buratowski, S., and Zhou, H. (1993). Functional domains of transcription factor TFIIB. 
Proc Natl Acad Sci U S A 90, 5633–5637. 
46 
Bushnell, D.A., and Kornberg, R.D. (2003). Complete, 12-subunit RNA polymerase II 
at 4.1-A resolution: implications for the initiation of transcription. Proc Natl Acad 
Sci U S A 100, 6969–6973. 
Cadena, D.L., and Dahmus, M.E. (1987). Messenger RNA synthesis in mammalian 
cells is catalyzed by the phosphorylated form of RNA polymerase II. J Biol Chem 
262, 12468–12474. 
Carroll, K.L., Ghirlando, R., Ames, J.M., and Corden, J.L. (2007). Interaction of yeast 
RNA-binding proteins Nrd1 and Nab3 with RNA polymerase II terminator 
elements. RNA 13, 361–373. 
Carrozza, M.J., Li, B., Florens, L., Suganuma, T., Swanson, S.K., Lee, K.K., Shia, W.J., 
Anderson, S., Yates, J., Washburn, M.P., et al. (2005). Histone H3 methylation by 
Set2 directs deacetylation of coding regions by Rpd3S to suppress spurious 
intragenic transcription. Cell 123, 581–592. 
Chanfreau, G., Noble, S.M., and Guthrie, C. (1996). Essential yeast protein with un-
expected similarity to subunits of mammalian cleavage and polyadenylation 
specificity factor (CPSF). Science 274, 1511–1514. 
Chen, C.Y., Chang, C.C., Yen, C.F., Chiu, M.T., and Chang, W.H. (2009). Mapping 
RNA exit channel on transcribing RNA polymerase II by FRET analysis. Proc Natl 
Acad Sci U S A 106, 127–132. 
Cho, E.J., Kobor, M.S., Kim, M., Greenblatt, J., and Buratowski, S. (2001). Opposing 
effects of Ctk1 kinase and Fcp1 phosphatase at Ser 2 of the RNA polymerase II C-
terminal domain. Genes Dev 15, 3319–3329. 
Cho, E.J., Takagi, T., Moore, C.R., and Buratowski, S. (1997). mRNA capping enzyme 
is recruited to the transcription complex by phosphorylation of the RNA polymerase 
II carboxy-terminal domain. Genes Dev 11, 3319–3326. 
Christie, K.R., Awrey, D.E., Edwards, A.M., and Kane, C.M. (1994). Purified yeast 
RNA polymerase II reads through intrinsic blocks to elongation in response to the 
yeast TFIIS analogue, P37. J Biol Chem 269, 936–943. 
Chu, Y., Sutton, A., Sternglanz, R., and Prelich, G. (2006). The BUR1 cyclin-dependent 
protein kinase is required for the normal pattern of histone methylation by SET2. 
Mol Cell Biol 26, 3029–3038. 
Chubb, J.R., Trcek, T., Shenoy, S.M., and Singer, R.H. (2006). Transcriptional pulsing 
of a developmental gene. Curr Biol 16, 1018–1025. 
Corden, J.L., Cadena, D.L., Ahearn, J.M., Jr., and Dahmus, M.E. (1985). A unique 
structure at the carboxyl terminus of the largest subunit of eukaryotic RNA 
polymerase II. Proc Natl Acad Sci U S A 82, 7934–7938. 
Core, L.J., Waterfall, J.J., Gilchrist, D.A., Fargo, D.C., Kwak, H., Adelman, K., and Lis, 
J.T. (2012). Defining the status of RNA polymerase at promoters. Cell Rep 2, 1025–
1035. 
Core, L.J., Waterfall, J.J., and Lis, J.T. (2008). Nascent RNA sequencing reveals 
widespread pausing and divergent initiation at human promoters. Science 322, 
1845–1848. 
Cramer, P., Armache, K.J., Baumli, S., Benkert, S., Brueckner, F., Buchen, C., 
Damsma, G.E., Dengl, S., Geiger, S.R., Jasiak, A.J., et al. (2008). Structure of 
eukaryotic RNA polymerases. Annu Rev Biophys 37, 337–352. 
Cramer, P., Bushnell, D.A., Fu, J., Gnatt, A.L., Maier-Davis, B., Thompson, N.E., 
Burgess, R.R., Edwards, A.M., David, P.R., and Kornberg, R.D. (2000). Architec-
ture of RNA polymerase II and implications for the transcription mechanism. 
Science 288, 640–649. 
47 
Cramer, P., Bushnell, D.A., and Kornberg, R.D. (2001). Structural basis of tran-
scription: RNA polymerase II at 2.8 angstrom resolution. Science 292, 1863–1876. 
Danko, C.G., Hah, N., Luo, X., Martins, A.L., Core, L., Lis, J.T., Siepel, A., and Kraus, 
W.L. (2013). Signaling pathways differentially affect RNA polymerase II initiation, 
pausing, and elongation rate in cells. Mol Cell 50, 212–222. 
Darzacq, X., Shav-Tal, Y., de Turris, V., Brody, Y., Shenoy, S.M., Phair, R.D., and 
Singer, R.H. (2007). In vivo dynamics of RNA polymerase II transcription. Nat 
Struct Mol Biol 14, 796–806. 
Das, C., and Tyler, J.K. (2013). Histone exchange and histone modifications during 
transcription and aging. Biochim Biophys Acta 1819, 332–342. 
David, L., Huber, W., Granovskaia, M., Toedling, J., Palm, C.J., Bofkin, L., Jones, T., 
Davis, R.W., and Steinmetz, L.M. (2006). A high-resolution map of transcription in 
the yeast genome. Proc Natl Acad Sci U S A 103, 5320–5325. 
Davis, C.A., and Ares, M., Jr. (2006). Accumulation of unstable promoter-associated 
transcripts upon loss of the nuclear exosome subunit Rrp6p in Saccharomyces 
cerevisiae. Proc Natl Acad Sci U S A 103, 3262–3267. 
Dion, M.F., Kaplan, T., Kim, M., Buratowski, S., Friedman, N., and Rando, O.J. (2007). 
Dynamics of replication-independent histone turnover in budding yeast. Science 
315, 1405–1408. 
Driscoll, R., Hudson, A., and Jackson, S.P. (2007). Yeast Rtt109 promotes genome 
stability by acetylating histone H3 on lysine 56. Science 315, 649–652. 
Dujon, B. (1996). The yeast genome project: what did we learn? Trends Genet 12, 263–
270. 
Ebright, R.H. (2000). RNA polymerase: structural similarities between bacterial RNA 
polymerase and eukaryotic RNA polymerase II. J Mol Biol 304, 687–698. 
Edwards, A.M., Kane, C.M., Young, R.A., and Kornberg, R.D. (1991). Two dissociable 
subunits of yeast RNA polymerase II stimulate the initiation of transcription at a 
promoter in vitro. J Biol Chem 266, 71–75. 
Egloff, S., Dienstbier, M., and Murphy, S. (2012). Updating the RNA polymerase CTD 
code: adding gene-specific layers. Trends Genet 28, 333–341. 
Eick, D., and Geyer, M. (2013). The RNA polymerase II carboxy-terminal domain 
(CTD) code. Chem Rev 113, 8456–8490. 
Feaver, W.J., Gileadi, O., Li, Y., and Kornberg, R.D. (1991). CTD kinase associated 
with yeast RNA polymerase II initiation factor b. Cell 67, 1223–1230. 
Feaver, W.J., Svejstrup, J.Q., Henry, N.L., and Kornberg, R.D. (1994). Relationship of 
CDK-activating kinase and RNA polymerase II CTD kinase TFIIH/TFIIK. Cell 79, 
1103–1109. 
Femino, A.M., Fay, F.S., Fogarty, K., and Singer, R.H. (1998). Visualization of single 
RNA transcripts in situ. Science 280, 585–590. 
Fuchs, G., Voichek, Y., Benjamin, S., Gilad, S., Amit, I., and Oren, M. (2014). 
4sUDRB-seq: measuring genomewide transcriptional elongation rates and initiation 
frequencies within cells. Genome Biol 15, R69. 
Fuchs, S.M., Laribee, R.N., and Strahl, B.D. (2009). Protein modifications in 
transcription elongation. Biochim Biophys Acta 1789, 26–36. 
Fuda, N.J., Ardehali, M.B., and Lis, J.T. (2009). Defining mechanisms that regulate 
RNA polymerase II transcription in vivo. Nature 461, 186–192. 
Gao, L., and Gross, D.S. (2008). Sir2 silences gene transcription by targeting the 
transition between RNA polymerase II initiation and elongation. Mol Cell Biol 28, 
3979–3994. 
48 
Gat-Viks, I., and Vingron, M. (2009). Evidence for gene-specific rather than tran-
scription rate-dependent histone H3 exchange in yeast coding regions. PLoS Com-
put Biol 5, e1000282. 
Ginsburg, D.S., Anlembom, T.E., Wang, J., Patel, S.R., Li, B., and Hinnebusch, A.G. 
(2014). NuA4 links methylation of histone H3 lysines 4 and 36 to acetylation of 
histones H4 and H3. J Biol Chem 289, 32656–32670. 
Ginsburg, D.S., Govind, C.K., and Hinnebusch, A.G. (2009). NuA4 lysine acetyl-
transferase Esa1 is targeted to coding regions and stimulates transcription elongation 
with Gcn5. Mol Cell Biol 29, 6473–6487. 
Glover-Cutter, K., Kim, S., Espinosa, J., and Bentley, D.L. (2008). RNA polymerase II 
pauses and associates with pre-mRNA processing factors at both ends of genes. Nat 
Struct Mol Biol 15, 71–78. 
Gnatt, A.L., Cramer, P., Fu, J., Bushnell, D.A., and Kornberg, R.D. (2001). Structural 
basis of transcription: an RNA polymerase II elongation complex at 3.3 A 
resolution. Science 292, 1876–1882. 
Goodrich, J.A., and Tjian, R. (1994). Transcription factors IIE and IIH and ATP 
hydrolysis direct promoter clearance by RNA polymerase II. Cell 77, 145–156. 
Gottschling, D.E., Aparicio, O.M., Billington, B.L., and Zakian, V.A. (1990). Position 
effect at S. cerevisiae telomeres: reversible repression of Pol II transcription. Cell 
63, 751–762. 
Govind, C.K., Zhang, F., Qiu, H., Hofmeyer, K., and Hinnebusch, A.G. (2007). Gcn5 
promotes acetylation, eviction, and methylation of nucleosomes in transcribed 
coding regions. Mol Cell 25, 31–42. 
Grewal, S.I., and Moazed, D. (2003). Heterochromatin and epigenetic control of gene 
expression. Science 301, 798–802. 
Gudipati, R.K., Xu, Z., Lebreton, A., Seraphin, B., Steinmetz, L.M., Jacquier, A., and 
Libri, D. (2012). Extensive degradation of RNA precursors by the exosome in wild-
type cells. Mol Cell 48, 409–421. 
Guenther, M.G., Levine, S.S., Boyer, L.A., Jaenisch, R., and Young, R.A. (2007). A 
chromatin landmark and transcription initiation at most promoters in human cells. 
Cell 130, 77–88. 
Guermah, M., Palhan, V.B., Tackett, A.J., Chait, B.T., and Roeder, R.G. (2006). Syner-
gistic functions of SII and p300 in productive activator-dependent transcription of 
chromatin templates. Cell 125, 275–286. 
Hagler, J., and Shuman, S. (1992). A freeze-frame view of eukaryotic transcription 
during elongation and capping of nascent mRNA. Science 255, 983–986. 
Hahn, S. (2004). Structure and mechanism of the RNA polymerase II transcription 
machinery. Nat Struct Mol Biol 11, 394–403. 
Han, J., Zhou, H., Horazdovsky, B., Zhang, K., Xu, R.M., and Zhang, Z. (2007). Rtt109 
acetylates histone H3 lysine 56 and functions in DNA replication. Science 315, 653–
655. 
Hartzog, G.A., Wada, T., Handa, H., and Winston, F. (1998). Evidence that Spt4, Spt5, 
and Spt6 control transcription elongation by RNA polymerase II in Saccharomyces 
cerevisiae. Genes Dev 12, 357–369. 
Hecht, A., Laroche, T., Strahl-Bolsinger, S., Gasser, S.M., and Grunstein, M. (1995). 
Histone H3 and H4 N-termini interact with SIR3 and SIR4 proteins: a molecular 
model for the formation of heterochromatin in yeast. Cell 80, 583–592. 
Hecht, A., Strahl-Bolsinger, S., and Grunstein, M. (1996). Spreading of transcriptional 
repressor SIR3 from telomeric heterochromatin. Nature 383, 92–96. 
49 
Heintzman, N.D., and Ren, B. (2007). The gateway to transcription: identifying, 
characterizing and understanding promoters in the eukaryotic genome. Cell Mol Life 
Sci 64, 386–400. 
Holstege, F.C., Jennings, E.G., Wyrick, J.J., Lee, T.I., Hengartner, C.J., Green, M.R., 
Golub, T.R., Lander, E.S., and Young, R.A. (1998). Dissecting the regulatory 
circuitry of a eukaryotic genome. Cell 95, 717–728. 
Holstege, F.C., van der Vliet, P.C., and Timmers, H.T. (1996). Opening of an RNA 
polymerase II promoter occurs in two distinct steps and requires the basal 
transcription factors IIE and IIH. EMBO J 15, 1666–1677. 
Huertas, P., and Aguilera, A. (2003). Cotranscriptionally formed DNA:RNA hybrids 
mediate transcription elongation impairment and transcription-associated recombi-
nation. Mol Cell 12, 711–721. 
Hyland, E.M., Cosgrove, M.S., Molina, H., Wang, D., Pandey, A., Cottee, R.J., and 
Boeke, J.D. (2005). Insights into the role of histone H3 and histone H4 core 
modifiable residues in Saccharomyces cerevisiae. Mol Cell Biol 25, 10060–10070. 
Ivanovska, I., Jacques, P.E., Rando, O.J., Robert, F., and Winston, F. (2011). Control of 
chromatin structure by spt6: different consequences in coding and regulatory 
regions. Mol Cell Biol 31, 531–541. 
Izban, M.G., and Luse, D.S. (1991). Transcription on nucleosomal templates by RNA 
polymerase II in vitro: inhibition of elongation with enhancement of sequence-
specific pausing. Genes Dev 5, 683–696. 
Izban, M.G., and Luse, D.S. (1992). The RNA polymerase II ternary complex cleaves 
the nascent transcript in a 3'----5' direction in the presence of elongation factor SII. 
Genes Dev 6, 1342–1356. 
Jamai, A., Imoberdorf, R.M., and Strubin, M. (2007). Continuous histone H2B and 
transcription-dependent histone H3 exchange in yeast cells outside of replication. 
Mol Cell 25, 345–355. 
Jiang, Y., Yan, M., and Gralla, J.D. (1996). A three-step pathway of transcription 
initiation leading to promoter clearance at an activation RNA polymerase II pro-
moter. Mol Cell Biol 16, 1614–1621. 
Jonkers, I., Kwak, H., and Lis, J.T. (2014). Genome-wide dynamics of Pol II elongation 
and its interplay with promoter proximal pausing, chromatin, and exons. Elife 3, 
e02407. 
Jonkers, I., and Lis, J.T. (2015). Getting up to speed with transcription elongation by 
RNA polymerase II. Nat Rev Mol Cell Biol 16, 167–177. 
Joshi, A.A., and Struhl, K. (2005). Eaf3 chromodomain interaction with methylated H3-
K36 links histone deacetylation to Pol II elongation. Mol Cell 20, 971–978. 
Kaplan, C.D., Laprade, L., and Winston, F. (2003). Transcription elongation factors 
repress transcription initiation from cryptic sites. Science 301, 1096–1099. 
Kaplan, C.D., Larsson, K.M., and Kornberg, R.D. (2008a). The RNA polymerase II 
trigger loop functions in substrate selection and is directly targeted by alpha-
amanitin. Mol Cell 30, 547–556. 
Kaplan, T., Liu, C.L., Erkmann, J.A., Holik, J., Grunstein, M., Kaufman, P.D., Fried-
man, N., and Rando, O.J. (2008b). Cell cycle- and chaperone-mediated regulation of 
H3K56ac incorporation in yeast. PLoS Genet 4, e1000270. 
Kelly, W.G., Dahmus, M.E., and Hart, G.W. (1993). RNA polymerase II is a glyco-
protein. Modification of the COOH-terminal domain by O-GlcNAc. J Biol Chem 
268, 10416–10424. 
50 
Keogh, M.C., Kurdistani, S.K., Morris, S.A., Ahn, S.H., Podolny, V., Collins, S.R., 
Schuldiner, M., Chin, K., Punna, T., Thompson, N.J., et al. (2005). Cotranscriptional 
set2 methylation of histone H3 lysine 36 recruits a repressive Rpd3 complex. Cell 
123, 593–605. 
Kim, M., Ahn, S.H., Krogan, N.J., Greenblatt, J.F., and Buratowski, S. (2004a). 
Transitions in RNA polymerase II elongation complexes at the 3' ends of genes. 
EMBO J 23, 354–364. 
Kim, M., Krogan, N.J., Vasiljeva, L., Rando, O.J., Nedea, E., Greenblatt, J.F., and 
Buratowski, S. (2004b). The yeast Rat1 exonuclease promotes transcription 
termination by RNA polymerase II. Nature 432, 517–522. 
Kimura, A., Umehara, T., and Horikoshi, M. (2002). Chromosomal gradient of histone 
acetylation established by Sas2p and Sir2p functions as a shield against gene 
silencing. Nat Genet 32, 370–377. 
Kimura, H., and Cook, P.R. (2001). Kinetics of core histones in living human cells: 
little exchange of H3 and H4 and some rapid exchange of H2B. J Cell Biol 153, 
1341–1353. 
Kireeva, M.L., Walter, W., Tchernajenko, V., Bondarenko, V., Kashlev, M., and 
Studitsky, V.M. (2002). Nucleosome remodeling induced by RNA polymerase II: 
loss of the H2A/H2B dimer during transcription. Mol Cell 9, 541–552. 
Kokubo, T., Swanson, M.J., Nishikawa, J.I., Hinnebusch, A.G., and Nakatani, Y. 
(1998). The yeast TAF145 inhibitory domain and TFIIA competitively bind to 
TATA-binding protein. Mol Cell Biol 18, 1003–1012. 
Komarnitsky, P., Cho, E.J., and Buratowski, S. (2000). Different phosphorylated forms 
of RNA polymerase II and associated mRNA processing factors during tran-
scription. Genes Dev 14, 2452–2460. 
Kornberg, R.D., and Lorch, Y. (1991). Irresistible force meets immovable object: tran-
scription and the nucleosome. Cell 67, 833–836. 
Kouzarides, T. (2007). Chromatin modifications and their function. Cell 128, 693–705. 
Krishnamurthy, S., He, X., Reyes-Reyes, M., Moore, C., and Hampsey, M. (2004). 
Ssu72 Is an RNA polymerase II CTD phosphatase. Mol Cell 14, 387–394. 
Kristjuhan, A., and Svejstrup, J.Q. (2004). Evidence for distinct mechanisms facilitating 
transcript elongation through chromatin in vivo. EMBO J 23, 4243–4252. 
Kristjuhan, A., Walker, J., Suka, N., Grunstein, M., Roberts, D., Cairns, B.R., and 
Svejstrup, J.Q. (2002). Transcriptional inhibition of genes with severe histone h3 
hypoacetylation in the coding region. Mol Cell 10, 925–933. 
Kristjuhan, A., Wittschieben, B.O., Walker, J., Roberts, D., Cairns, B.R., and Svejstrup, 
J.Q. (2003). Spreading of Sir3 protein in cells with severe histone H3 hypo-
acetylation. Proc Natl Acad Sci U S A 100, 7551–7556. 
Krogan, N.J., Dover, J., Wood, A., Schneider, J., Heidt, J., Boateng, M.A., Dean, K., 
Ryan, O.W., Golshani, A., Johnston, M., et al. (2003a). The Paf1 complex is 
required for histone H3 methylation by COMPASS and Dot1p: linking 
transcriptional elongation to histone methylation. Mol Cell 11, 721–729. 
Krogan, N.J., Kim, M., Tong, A., Golshani, A., Cagney, G., Canadien, V., Richards, 
D.P., Beattie, B.K., Emili, A., Boone, C., et al. (2003b). Methylation of histone H3 
by Set2 in Saccharomyces cerevisiae is linked to transcriptional elongation by RNA 
polymerase II. Mol Cell Biol 23, 4207–4218. 
Kuehner, J.N., Pearson, E.L., and Moore, C. (2011). Unravelling the means to an end: 
RNA polymerase II transcription termination. Nat Rev Mol Cell Biol 12, 283–294. 
51 
Kulaeva, O.I., Gaykalova, D.A., Pestov, N.A., Golovastov, V.V., Vassylyev, D.G., 
Artsimovitch, I., and Studitsky, V.M. (2009). Mechanism of chromatin remodeling 
and recovery during passage of RNA polymerase II. Nat Struct Mol Biol 16, 1272–
1278. 
Kulaeva, O.I., Hsieh, F.K., and Studitsky, V.M. (2010). RNA polymerase complexes 
cooperate to relieve the nucleosomal barrier and evict histones. Proc Natl Acad Sci 
U S A 107, 11325–11330. 
Kwak, H., Fuda, N.J., Core, L.J., and Lis, J.T. (2013). Precise maps of RNA polymerase 
reveal how promoters direct initiation and pausing. Science 339, 950–953. 
Lagrange, T., Kapanidis, A.N., Tang, H., Reinberg, D., and Ebright, R.H. (1998). New 
core promoter element in RNA polymerase II-dependent transcription: sequence-
specific DNA binding by transcription factor IIB. Genes Dev 12, 34–44. 
Larschan, E., Bishop, E.P., Kharchenko, P.V., Core, L.J., Lis, J.T., Park, P.J., and 
Kuroda, M.I. (2011). X chromosome dosage compensation via enhanced tran-
scriptional elongation in Drosophila. Nature 471, 115–118. 
Larson, D.R., Zenklusen, D., Wu, B., Chao, J.A., and Singer, R.H. (2011). Real-time 
observation of transcription initiation and elongation on an endogenous yeast gene. 
Science 332, 475–478. 
Lee, C.K., Shibata, Y., Rao, B., Strahl, B.D., and Lieb, J.D. (2004). Evidence for 
nucleosome depletion at active regulatory regions genome-wide. Nat Genet 36, 900–
905. 
Lee, J.M., and Greenleaf, A.L. (1991). CTD kinase large subunit is encoded by CTK1, a 
gene required for normal growth of Saccharomyces cerevisiae. Gene Expr 1, 149–
167. 
Li, B., Howe, L., Anderson, S., Yates, J.R., 3rd, and Workman, J.L. (2003). The Set2 
histone methyltransferase functions through the phosphorylated carboxyl-terminal 
domain of RNA polymerase II. J Biol Chem 278, 8897–8903. 
Li, B., Pattenden, S.G., Lee, D., Gutierrez, J., Chen, J., Seidel, C., Gerton, J., and 
Workman, J.L. (2005). Preferential occupancy of histone variant H2AZ at inactive 
promoters influences local histone modifications and chromatin remodeling. Proc 
Natl Acad Sci U S A 102, 18385–18390. 
Liao, S.M., Zhang, J., Jeffery, D.A., Koleske, A.J., Thompson, C.M., Chao, D.M., 
Viljoen, M., van Vuuren, H.J., and Young, R.A. (1995). A kinase-cyclin pair in the 
RNA polymerase II holoenzyme. Nature 374, 193–196. 
Loo, S., and Rine, J. (1994). Silencers and domains of generalized repression. Science 
264, 1768–1771. 
Lorch, Y., LaPointe, J.W., and Kornberg, R.D. (1987). Nucleosomes inhibit the 
initiation of transcription but allow chain elongation with the displacement of 
histones. Cell 49, 203–210. 
Luger, K., Mader, A.W., Richmond, R.K., Sargent, D.F., and Richmond, T.J. (1997). 
Crystal structure of the nucleosome core particle at 2.8 A resolution. Nature 389, 
251–260. 
Marshall, N.F., Peng, J., Xie, Z., and Price, D.H. (1996). Control of RNA polymerase II 
elongation potential by a novel carboxyl-terminal domain kinase. J Biol Chem 271, 
27176–27183. 
Marshall, N.F., and Price, D.H. (1995). Purification of P-TEFb, a transcription factor 
required for the transition into productive elongation. J Biol Chem 270, 12335–
12338. 
52 
Masumoto, H., Hawke, D., Kobayashi, R., and Verreault, A. (2005). A role for cell-
cycle-regulated histone H3 lysine 56 acetylation in the DNA damage response. 
Nature 436, 294–298. 
Maxon, M.E., Goodrich, J.A., and Tjian, R. (1994). Transcription factor IIE binds 
preferentially to RNA polymerase IIa and recruits TFIIH: a model for promoter 
clearance. Genes Dev 8, 515–524. 
Mayer, A., Lidschreiber, M., Siebert, M., Leike, K., Soding, J., and Cramer, P. (2010). 
Uniform transitions of the general RNA polymerase II transcription complex. Nat 
Struct Mol Biol 17, 1272–1278. 
McCracken, S., Fong, N., Rosonina, E., Yankulov, K., Brothers, G., Siderovski, D., 
Hessel, A., Foster, S., Shuman, S., and Bentley, D.L. (1997). 5'-Capping enzymes 
are targeted to pre-mRNA by binding to the phosphorylated carboxy-terminal 
domain of RNA polymerase II. Genes Dev 11, 3306–3318. 
McNally, F.J., and Rine, J. (1991). A synthetic silencer mediates SIR-dependent 
functions in Saccharomyces cerevisiae. Mol Cell Biol 11, 5648–5659. 
Meinhart, A., Kamenski, T., Hoeppner, S., Baumli, S., and Cramer, P. (2005). A 
structural perspective of CTD function. Genes Dev 19, 1401–1415. 
Meneghini, M.D., Wu, M., and Madhani, H.D. (2003). Conserved histone variant 
H2A.Z protects euchromatin from the ectopic spread of silent heterochromatin. Cell 
112, 725–736. 
Miller, A., Yang, B., Foster, T., and Kirchmaier, A.L. (2008). Proliferating cell nuclear 
antigen and ASF1 modulate silent chromatin in Saccharomyces cerevisiae via lysine 
56 on histone H3. Genetics 179, 793–809. 
Min, I.M., Waterfall, J.J., Core, L.J., Munroe, R.J., Schimenti, J., and Lis, J.T. (2011). 
Regulating RNA polymerase pausing and transcription elongation in embryonic 
stem cells. Genes Dev 25, 742–754. 
Moazed, D., Kistler, A., Axelrod, A., Rine, J., and Johnson, A.D. (1997). Silent infor-
mation regulator protein complexes in Saccharomyces cerevisiae: a SIR2/SIR4 
complex and evidence for a regulatory domain in SIR4 that inhibits its interaction 
with SIR3. Proc Natl Acad Sci U S A 94, 2186–2191. 
Moretti, P., and Shore, D. (2001). Multiple interactions in Sir protein recruitment by 
Rap1p at silencers and telomeres in yeast. Mol Cell Biol 21, 8082–8094. 
Mosley, A.L., Pattenden, S.G., Carey, M., Venkatesh, S., Gilmore, J.M., Florens, L., 
Workman, J.L., and Washburn, M.P. (2009). Rtr1 is a CTD phosphatase that 
regulates RNA polymerase II during the transition from serine 5 to serine 2 
phosphorylation. Mol Cell 34, 168–178. 
Murakami, K., Elmlund, H., Kalisman, N., Bushnell, D.A., Adams, C.M., Azubel, M., 
Elmlund, D., Levi-Kalisman, Y., Liu, X., Gibbons, B.J., et al. (2013). Architecture 
of an RNA polymerase II transcription pre-initiation complex. Science 342, 
1238724. 
Muse, G.W., Gilchrist, D.A., Nechaev, S., Shah, R., Parker, J.S., Grissom, S.F., 
Zeitlinger, J., and Adelman, K. (2007). RNA polymerase is poised for activation 
across the genome. Nat Genet 39, 1507–1511. 
Myers, L.C., Gustafsson, C.M., Bushnell, D.A., Lui, M., Erdjument-Bromage, H., 
Tempst, P., and Kornberg, R.D. (1998). The Med proteins of yeast and their function 
through the RNA polymerase II carboxy-terminal domain. Genes Dev 12, 45–54. 
Nagalakshmi, U., Wang, Z., Waern, K., Shou, C., Raha, D., Gerstein, M., and Snyder, 
M. (2008). The transcriptional landscape of the yeast genome defined by RNA 
sequencing. Science 320, 1344–1349. 
53 
Neil, H., Malabat, C., d'Aubenton-Carafa, Y., Xu, Z., Steinmetz, L.M., and Jacquier, A. 
(2009). Widespread bidirectional promoters are the major source of cryptic tran-
scripts in yeast. Nature 457, 1038–1042. 
Ng, H.H., Robert, F., Young, R.A., and Struhl, K. (2003). Targeted recruitment of Set1 
histone methylase by elongating Pol II provides a localized mark and memory of 
recent transcriptional activity. Mol Cell 11, 709–719. 
Nieduszynski, C.A., Hiraga, S., Ak, P., Benham, C.J., and Donaldson, A.D. (2007). 
OriDB: a DNA replication origin database. Nucleic Acids Res 35, D40–46. 
Nikolov, D.B., and Burley, S.K. (1997). RNA polymerase II transcription initiation: a 
structural view. Proc Natl Acad Sci U S A 94, 15–22. 
Noble, C.G., Hollingworth, D., Martin, S.R., Ennis-Adeniran, V., Smerdon, S.J., Kelly, 
G., Taylor, I.A., and Ramos, A. (2005). Key features of the interaction between 
Pcf11 CID and RNA polymerase II CTD. Nat Struct Mol Biol 12, 144–151. 
Nonet, M., Sweetser, D., and Young, R.A. (1987). Functional redundancy and structural 
polymorphism in the large subunit of RNA polymerase II. Cell 50, 909–915. 
Nudler, E. (2009). RNA polymerase active center: the molecular engine of transcription. 
Annu Rev Biochem 78, 335–361. 
Odawara, J., Harada, A., Yoshimi, T., Maehara, K., Tachibana, T., Okada, S., Akashi, 
K., and Ohkawa, Y. (2011). The classification of mRNA expression levels by the 
phosphorylation state of RNAPII CTD based on a combined genome-wide 
approach. BMC Genomics 12, 516. 
Oppikofer, M., Kueng, S., Martino, F., Soeroes, S., Hancock, S.M., Chin, J.W., Fischle, 
W., and Gasser, S.M. (2011). A dual role of H4K16 acetylation in the establishment 
of yeast silent chromatin. EMBO J 30, 2610–2621. 
Orphanides, G., LeRoy, G., Chang, C.H., Luse, D.S., and Reinberg, D. (1998). FACT, a 
factor that facilitates transcript elongation through nucleosomes. Cell 92, 105–116. 
Ozdemir, A., Spicuglia, S., Lasonder, E., Vermeulen, M., Campsteijn, C., Stunnenberg, 
H.G., and Logie, C. (2005). Characterization of lysine 56 of histone H3 as an 
acetylation site in Saccharomyces cerevisiae. J Biol Chem 280, 25949–25952. 
Pardee, T.S., Bangur, C.S., and Ponticelli, A.S. (1998). The N-terminal region of yeast 
TFIIB contains two adjacent functional domains involved in stable RNA polymerase 
II binding and transcription start site selection. J Biol Chem 273, 17859–17864. 
Pare, A., Lemons, D., Kosman, D., Beaver, W., Freund, Y., and McGinnis, W. (2009). 
Visualization of individual Scr mRNAs during Drosophila embryogenesis yields 
evidence for transcriptional bursting. Curr Biol 19, 2037–2042. 
Park, Y.J., and Luger, K. (2008). Histone chaperones in nucleosome eviction and 
histone exchange. Curr Opin Struct Biol 18, 282–289. 
Patel, D., and Butler, J.S. (1992). Conditional defect in mRNA 3' end processing caused 
by a mutation in the gene for poly(A) polymerase. Mol Cell Biol 12, 3297–3304. 
Pelechano, V., Chavez, S., and Perez-Ortin, J.E. (2010). A complete set of nascent 
transcription rates for yeast genes. PLoS One 5, e15442. 
Peterlin, B.M., and Price, D.H. (2006). Controlling the elongation phase of transcription 
with P-TEFb. Mol Cell 23, 297–305. 
Pinto, I., Ware, D.E., and Hampsey, M. (1992). The yeast SUA7 gene encodes a 
homolog of human transcription factor TFIIB and is required for normal start site 
selection in vivo. Cell 68, 977–988. 
Plaschka, C., Lariviere, L., Wenzeck, L., Seizl, M., Hemann, M., Tegunov, D., 
Petrotchenko, E.V., Borchers, C.H., Baumeister, W., Herzog, F., et al. (2015). 
54 
Architecture of the RNA polymerase II-Mediator core initiation complex. Nature 
518, 376–380. 
Pokholok, D.K., Harbison, C.T., Levine, S., Cole, M., Hannett, N.M., Lee, T.I., Bell, 
G.W., Walker, K., Rolfe, P.A., Herbolsheimer, E., et al. (2005). Genome-wide map 
of nucleosome acetylation and methylation in yeast. Cell 122, 517–527. 
Porrua, O., Hobor, F., Boulay, J., Kubicek, K., D'Aubenton-Carafa, Y., Gudipati, R.K., 
Stefl, R., and Libri, D. (2012). In vivo SELEX reveals novel sequence and structural 
determinants of Nrd1-Nab3-Sen1-dependent transcription termination. EMBO J 31, 
3935–3948. 
Porrua, O., and Libri, D. (2013). A bacterial-like mechanism for transcription 
termination by the Sen1p helicase in budding yeast. Nat Struct Mol Biol 20, 884–
891. 
Porrua, O., and Libri, D. (2015). Transcription termination and the control of the 
transcriptome: why, where and how to stop. Nat Rev Mol Cell Biol 16, 190–202. 
Qiu, H., Hu, C., and Hinnebusch, A.G. (2009). Phosphorylation of the Pol II CTD by 
KIN28 enhances BUR1/BUR2 recruitment and Ser2 CTD phosphorylation near 
promoters. Mol Cell 33, 752–762. 
Ranuncolo, S.M., Ghosh, S., Hanover, J.A., Hart, G.W., and Lewis, B.A. (2012). 
Evidence of the involvement of O-GlcNAc-modified human RNA polymerase II 
CTD in transcription in vitro and in vivo. J Biol Chem 287, 23549–23561. 
Rasmussen, E.B., and Lis, J.T. (1993). In vivo transcriptional pausing and cap 
formation on three Drosophila heat shock genes. Proc Natl Acad Sci U S A 90, 
7923–7927. 
Recht, J., Tsubota, T., Tanny, J.C., Diaz, R.L., Berger, J.M., Zhang, X., Garcia, B.A., 
Shabanowitz, J., Burlingame, A.L., Hunt, D.F., et al. (2006). Histone chaperone 
Asf1 is required for histone H3 lysine 56 acetylation, a modification associated with 
S phase in mitosis and meiosis. Proc Natl Acad Sci U S A 103, 6988–6993. 
Reines, D. (1992). Elongation factor-dependent transcript shortening by template-
engaged RNA polymerase II. J Biol Chem 267, 3795–3800. 
Rhee, H.S., and Pugh, B.F. (2012). ChIP-exo method for identifying genomic location 
of DNA-binding proteins with near-single-nucleotide accuracy. Curr Protoc Mol 
Biol Chapter 21, Unit 21 24. 
Rodriguez-Gil, A., Garcia-Martinez, J., Pelechano, V., Munoz-Centeno Mde, L., Geli, 
V., Perez-Ortin, J.E., and Chavez, S. (2010). The distribution of active RNA poly-
merase II along the transcribed region is gene-specific and controlled by elongation 
factors. Nucleic Acids Res 38, 4651–4664. 
Rougvie, A.E., and Lis, J.T. (1988). The RNA polymerase II molecule at the 5' end of 
the uninduced hsp70 gene of D. melanogaster is transcriptionally engaged. Cell 54, 
795–804. 
Rudd, M.D., Izban, M.G., and Luse, D.S. (1994). The active site of RNA polymerase II 
participates in transcript cleavage within arrested ternary complexes. Proc Natl Acad 
Sci U S A 91, 8057–8061. 
Rufiange, A., Jacques, P.E., Bhat, W., Robert, F., and Nourani, A. (2007). Genome-
wide replication-independent histone H3 exchange occurs predominantly at pro-
moters and implicates H3 K56 acetylation and Asf1. Mol Cell 27, 393–405. 
Rusche, L.N., Kirchmaier, A.L., and Rine, J. (2002). Ordered nucleation and spreading 
of silenced chromatin in Saccharomyces cerevisiae. Mol Biol Cell 13, 2207–2222. 
55 
Rusche, L.N., Kirchmaier, A.L., and Rine, J. (2003). The establishment, inheritance, 
and function of silenced chromatin in Saccharomyces cerevisiae. Annu Rev 
Biochem 72, 481–516. 
Santisteban, M.S., Kalashnikova, T., and Smith, M.M. (2000). Histone H2A.Z regulats 
transcription and is partially redundant with nucleosome remodeling complexes. 
Cell 103, 411–422. 
Schaft, D., Roguev, A., Kotovic, K.M., Shevchenko, A., Sarov, M., Shevchenko, A., 
Neugebauer, K.M., and Stewart, A.F. (2003). The histone 3 lysine 36 methyltrans-
ferase, SET2, is involved in transcriptional elongation. Nucleic Acids Res 31, 2475–
2482. 
Schneider, J., Bajwa, P., Johnson, F.C., Bhaumik, S.R., and Shilatifard, A. (2006). 
Rtt109 is required for proper H3K56 acetylation: a chromatin mark associated with 
the elongating RNA polymerase II. J Biol Chem 281, 37270–37274. 
Schultz, J. (1936). Variegation in Drosophila and the Inert Chromosome Regions. Proc 
Natl Acad Sci U S A 22, 27–33. 
Schwabish, M.A., and Struhl, K. (2004). Evidence for eviction and rapid deposition of 
histones upon transcriptional elongation by RNA polymerase II. Mol Cell Biol 24, 
10111–10117. 
Sekinger, E.A., and Gross, D.S. (1999). SIR repression of a yeast heat shock gene: UAS 
and TATA footprints persist within heterochromatin. EMBO J 18, 7041–7055. 
Sekinger, E.A., and Gross, D.S. (2001). Silenced chromatin is permissive to activator 
binding and PIC recruitment. Cell 105, 403–414. 
Sequeira-Mendes, J., Diaz-Uriarte, R., Apedaile, A., Huntley, D., Brockdorff, N., and 
Gomez, M. (2009). Transcription initiation activity sets replication origin efficiency 
in mammalian cells. PLoS Genet 5, e1000446. 
Simic, R., Lindstrom, D.L., Tran, H.G., Roinick, K.L., Costa, P.J., Johnson, A.D., 
Hartzog, G.A., and Arndt, K.M. (2003). Chromatin remodeling protein Chd1 
interacts with transcription elongation factors and localizes to transcribed genes. 
EMBO J 22, 1846–1856. 
Singh, B.N., and Hampsey, M. (2007). A transcription-independent role for TFIIB in 
gene looping. Mol Cell 27, 806–816. 
Singh, J., and Padgett, R.A. (2009). Rates of in situ transcription and splicing in large 
human genes. Nat Struct Mol Biol 16, 1128–1133. 
Skaar, D.A., and Greenleaf, A.L. (2002). The RNA polymerase II CTD kinase CTDK-I 
affects pre-mRNA 3' cleavage/polyadenylation through the processing component 
Pti1p. Mol Cell 10, 1429–1439. 
Søgaard, T.M., and Svejstrup, J.Q. (2007). Hyperphosphorylation of the C-terminal 
repeat domain of RNA polymerase II facilitates dissociation of its complex with 
mediator. J Biol Chem 282, 14113–14120. 
Somesh, B.P., Reid, J., Liu, W.F., Sogaard, T.M., Erdjument-Bromage, H., Tempst, P., 
and Svejstrup, J.Q. (2005). Multiple mechanisms confining RNA polymerase II 
ubiquitylation to polymerases undergoing transcriptional arrest. Cell 121, 913–923. 
Soutourina, J., Wydau, S., Ambroise, Y., Boschiero, C., and Werner, M. (2011). Direct 
interaction of RNA polymerase II and mediator required for transcription in vivo. 
Science 331, 1451–1454. 
Spain, M.M., Ansari, S.A., Pathak, R., Palumbo, M.J., Morse, R.H., and Govind, C.K. 
(2014). The RSC complex localizes to coding sequences to regulate Pol II and 
histone occupancy. Mol Cell 56, 653–666. 
56 
Stedman, E., Stedman, E. (1951). The Basic Proteins of Cell Nuclei. Philos Trans R Soc 
Lond B Biol Sci 235, 565–595. 
Steinmetz, E.J., Conrad, N.K., Brow, D.A., and Corden, J.L. (2001). RNA-binding 
protein Nrd1 directs poly(A)-independent 3'-end formation of RNA polymerase II 
transcripts. Nature 413, 327–331. 
Steinmetz, E.J., Warren, C.L., Kuehner, J.N., Panbehi, B., Ansari, A.Z., and Brow, D.A. 
(2006). Genome-wide distribution of yeast RNA polymerase II and its control by 
Sen1 helicase. Mol Cell 24, 735–746. 
Sugiura, M., Okamoto, T., and Takanami, M. (1970). RNA polymerase sigma-factor 
and the selection of initiation site. Nature 225, 598–600. 
Suka, N., Luo, K., and Grunstein, M. (2002). Sir2p and Sas2p opposingly regulate 
acetylation of yeast histone H4 lysine16 and spreading of heterochromatin. Nat 
Genet 32, 378–383. 
Sun, F.L., Cuaycong, M.H., and Elgin, S.C. (2001). Long-range nucleosome ordering is 
associated with gene silencing in Drosophila melanogaster pericentric hetero-
chromatin. Mol Cell Biol 21, 2867–2879. 
Tennyson, C.N., Klamut, H.J., and Worton, R.G. (1995). The human dystrophin gene 
requires 16 hours to be transcribed and is cotranscriptionally spliced. Nat Genet 9, 
184–190. 
Thiebaut, M., Kisseleva-Romanova, E., Rougemaille, M., Boulay, J., and Libri, D. 
(2006). Transcription termination and nuclear degradation of cryptic unstable tran-
scripts: a role for the nrd1-nab3 pathway in genome surveillance. Mol Cell 23, 853–
864. 
Triolo, T., and Sternglanz, R. (1996). Role of interactions between the origin 
recognition complex and SIR1 in transcriptional silencing. Nature 381, 251–253. 
Tsubota, T., Berndsen, C.E., Erkmann, J.A., Smith, C.L., Yang, L., Freitas, M.A., Denu, 
J.M., and Kaufman, P.D. (2007). Histone H3-K56 acetylation is catalyzed by histone 
chaperone-dependent complexes. Mol Cell 25, 703–712. 
Tudek, A., Porrua, O., Kabzinski, T., Lidschreiber, M., Kubicek, K., Fortova, A., 
Lacroute, F., Vanacova, S., Cramer, P., Stefl, R., et al. (2014). Molecular basis for 
coordinating transcription termination with noncoding RNA degradation. Mol Cell 
55, 467–481. 
Ujvari, A., and Luse, D.S. (2006). RNA emerging from the active site of RNA poly-
merase II interacts with the Rpb7 subunit. Nat Struct Mol Biol 13, 49–54. 
Valay, J.G., Simon, M., Dubois, M.F., Bensaude, O., Facca, C., and Faye, G. (1995). 
The KIN28 gene is required both for RNA polymerase II mediated transcription and 
phosphorylation of the Rpb1p CTD. J Mol Biol 249, 535–544. 
Värv, S. (2011). Studies on the mechanisms of RNA polymerase II-dependent tran-
scription elongation. In Department of Cell Biology, Institute of  Molecular and Cell 
Biology (Tartu: University of Tartu), pp. 108. 
Värv, S., Kristjuhan, K., and Kristjuhan, A. (2007). RNA polymerase II determines the 
area of nucleosome loss in transcribed gene loci. Biochem Biophys Res Commun 
358, 666–671. 
Vasiljeva, L., and Buratowski, S. (2006). Nrd1 interacts with the nuclear exosome for 3' 
processing of RNA polymerase II transcripts. Mol Cell 21, 239–248. 
Vasiljeva, L., Kim, M., Mutschler, H., Buratowski, S., and Meinhart, A. (2008). The 
Nrd1-Nab3-Sen1 termination complex interacts with the Ser5-phosphorylated RNA 
polymerase II C-terminal domain. Nat Struct Mol Biol 15, 795–804. 
57 
Veloso, A., Kirkconnell, K.S., Magnuson, B., Biewen, B., Paulsen, M.T., Wilson, T.E., 
and Ljungman, M. (2014). Rate of elongation by RNA polymerase II is associated 
with specific gene features and epigenetic modifications. Genome Res 24, 896–905. 
Venter, J.C., Adams, M.D., Myers, E.W., Li, P.W., Mural, R.J., Sutton, G.G., Smith, 
H.O., Yandell, M., Evans, C.A., Holt, R.A., et al. (2001). The sequence of the 
human genome. Science 291, 1304–1351. 
Venters, B.J., and Pugh, B.F. (2009). A canonical promoter organization of the tran-
scription machinery and its regulators in the Saccharomyces genome. Genome Res 
19, 360–371. 
Vogelauer, M., Wu, J., Suka, N., and Grunstein, M. (2000). Global histone acetylation 
and deacetylation in yeast. Nature 408, 495–498. 
Wada, T., Takagi, T., Yamaguchi, Y., Watanabe, D., and Handa, H. (1998). Evidence 
that P-TEFb alleviates the negative effect of DSIF on RNA polymerase II-dependent 
transcription in vitro. EMBO J 17, 7395–7403. 
Wang, A., Kurdistani, S.K., and Grunstein, M. (2002). Requirement of Hos2 histone 
deacetylase for gene activity in yeast. Science 298, 1412–1414. 
Wang, D., Bushnell, D.A., Westover, K.D., Kaplan, C.D., and Kornberg, R.D. (2006). 
Structural basis of transcription: role of the trigger loop in substrate specificity and 
catalysis. Cell 127, 941–954. 
Wang, X., and Hayes, J.J. (2008). Acetylation mimics within individual core histone tail 
domains indicate distinct roles in regulating the stability of higher-order chromatin 
structure. Mol Cell Biol 28, 227–236. 
Wei, W., Pelechano, V., Jarvelin, A.I., and Steinmetz, L.M. (2011). Functional 
consequences of bidirectional promoters. Trends Genet 27, 267–276. 
Weideman, C.A., Netter, R.C., Benjamin, L.R., McAllister, J.J., Schmiedekamp, L.A., 
Coleman, R.A., and Pugh, B.F. (1997). Dynamic interplay of TFIIA, TBP and 
TATA DNA. J Mol Biol 271, 61–75. 
Werner-Allen, J.W., Lee, C.J., Liu, P., Nicely, N.I., Wang, S., Greenleaf, A.L., and 
Zhou, P. (2011). cis-Proline-mediated Ser(P)5 dephosphorylation by the RNA 
polymerase II C-terminal domain phosphatase Ssu72. J Biol Chem 286, 5717–5726. 
West, M.L., and Corden, J.L. (1995). Construction and analysis of yeast RNA poly-
merase II CTD deletion and substitution mutations. Genetics 140, 1223–1233. 
Westover, K.D., Bushnell, D.A., and Kornberg, R.D. (2004). Structural basis of tran-
scription: separation of RNA from DNA by RNA polymerase II. Science 303, 1014–
1016. 
Wood, A., Schneider, J., Dover, J., Johnston, M., and Shilatifard, A. (2003). The Paf1 
complex is essential for histone monoubiquitination by the Rad6-Bre1 complex, 
which signals for histone methylation by COMPASS and Dot1p. J Biol Chem 278, 
34739–34742. 
Woudstra, E.C., Gilbert, C., Fellows, J., Jansen, L., Brouwer, J., Erdjument-Bromage, 
H., Tempst, P., and Svejstrup, J.Q. (2002). A Rad26-Def1 complex coordinates 
repair and RNA pol II proteolysis in response to DNA damage. Nature 415, 929–
933. 
Woychik, N.A., and Hampsey, M. (2002). The RNA polymerase II machinery: structure 
illuminates function. Cell 108, 453–463. 
Woychik, N.A., Lane, W.S., and Young, R.A. (1991). Yeast RNA polymerase II 
subunit RPB9 is essential for growth at temperature extremes. J Biol Chem 266, 
19053–19055. 
58 
Woychik, N.A., and Young, R.A. (1989). RNA polymerase II subunit RPB4 is essential 
for high- and low-temperature yeast cell growth. Mol Cell Biol 9, 2854–2859. 
Wu, C.H., Yamaguchi, Y., Benjamin, L.R., Horvat-Gordon, M., Washinsky, J., Enerly, 
E., Larsson, J., Lambertsson, A., Handa, H., and Gilmour, D. (2003). NELF and 
DSIF cause promoter proximal pausing on the hsp70 promoter in Drosophila. Genes 
Dev 17, 1402–1414. 
Wyers, F., Rougemaille, M., Badis, G., Rousselle, J.C., Dufour, M.E., Boulay, J., 
Regnault, B., Devaux, F., Namane, A., Seraphin, B., et al. (2005). Cryptic pol II 
transcripts are degraded by a nuclear quality control pathway involving a new 
poly(A) polymerase. Cell 121, 725–737. 
Wyrick, J.J., Aparicio, J.G., Chen, T., Barnett, J.D., Jennings, E.G., Young, R.A., Bell, 
S.P., and Aparicio, O.M. (2001). Genome-wide distribution of ORC and MCM 
proteins in S. cerevisiae: high-resolution mapping of replication origins. Science 
294, 2357–2360. 
Xiao, T., Hall, H., Kizer, K.O., Shibata, Y., Hall, M.C., Borchers, C.H., and Strahl, B.D. 
(2003). Phosphorylation of RNA polymerase II CTD regulates H3 methylation in 
yeast. Genes Dev 17, 654–663. 
Xin, H., Takahata, S., Blanksma, M., McCullough, L., Stillman, D.J., and Formosa, T. 
(2009). yFACT induces global accessibility of nucleosomal DNA without H2A-H2B 
displacement. Mol Cell 35, 365–376. 
Xu, F., Zhang, Q., Zhang, K., Xie, W., and Grunstein, M. (2007). Sir2 deacetylates 
histone H3 lysine 56 to regulate telomeric heterochromatin structure in yeast. Mol 
Cell 27, 890–900. 
Xu, Z., Wei, W., Gagneur, J., Perocchi, F., Clauder-Munster, S., Camblong, J., Guffanti, 
E., Stutz, F., Huber, W., and Steinmetz, L.M. (2009). Bidirectional promoters 
generate pervasive transcription in yeast. Nature 457, 1033–1037. 
Yaffe, M.B., Schutkowski, M., Shen, M., Zhou, X.Z., Stukenberg, P.T., Rahfeld, J.U., 
Xu, J., Kuang, J., Kirschner, M.W., Fischer, G., et al. (1997). Sequence-specific and 
phosphorylation-dependent proline isomerization: a potential mitotic regulatory 
mechanism. Science 278, 1957–1960. 
Yamaguchi, Y., Takagi, T., Wada, T., Yano, K., Furuya, A., Sugimoto, S., Hasegawa, 
J., and Handa, H. (1999a). NELF, a multisubunit complex containing RD, 
cooperates with DSIF to repress RNA polymerase II elongation. Cell 97, 41–51. 
Yamaguchi, Y., Wada, T., Watanabe, D., Takagi, T., Hasegawa, J., and Handa, H. 
(1999b). Structure and function of the human transcription elongation factor DSIF. J 
Biol Chem 274, 8085–8092. 
Yang, B., Miller, A., and Kirchmaier, A.L. (2008). HST3/HST4-dependent deace-
tylation of lysine 56 of histone H3 in silent chromatin. Mol Biol Cell 19, 4993–
5005. 
Yao, S., Neiman, A., and Prelich, G. (2000). BUR1 and BUR2 encode a divergent 
cyclin-dependent kinase-cyclin complex important for transcription in vivo. Mol 
Cell Biol 20, 7080–7087. 
Youdell, M.L., Kizer, K.O., Kisseleva-Romanova, E., Fuchs, S.M., Duro, E., Strahl, 
B.D., and Mellor, J. (2008). Roles for Ctk1 and Spt6 in regulating the different 
methylation states of histone H3 lysine 36. Mol Cell Biol 28, 4915–4926. 
Yudkovsky, N., Ranish, J.A., and Hahn, S. (2000). A transcription reinitiation 
intermediate that is stabilized by activator. Nature 408, 225–229. 
59 
Zeitlinger, J., Stark, A., Kellis, M., Hong, J.W., Nechaev, S., Adelman, K., Levine, M., 
and Young, R.A. (2007). RNA polymerase stalling at developmental control genes 
in the Drosophila melanogaster embryo. Nat Genet 39, 1512–1516. 
Zenklusen, D., Larson, D.R., and Singer, R.H. (2008). Single-RNA counting reveals 
alternative modes of gene expression in yeast. Nat Struct Mol Biol 15, 1263–1271. 
Zhang, H., Roberts, D.N., and Cairns, B.R. (2005). Genome-wide dynamics of Htz1, a 
histone H2A variant that poises repressed/basal promoters for activation through 
histone loss. Cell 123, 219–231. 
Zhang, J., and Corden, J.L. (1991). Identification of phosphorylation sites in the 
repetitive carboxyl-terminal domain of the mouse RNA polymerase II largest sub-
unit. J Biol Chem 266, 2290–2296. 
Zou, L., and Stillman, B. (2000). Assembly of a complex containing Cdc45p, repli-
cation protein A, and Mcm2p at replication origins controlled by S-phase cyclin-
dependent kinases and Cdc7p-Dbf4p kinase. Mol Cell Biol 20, 3086–3096. 
 
60 
ACKNOWLEDGEMENTS 
I want to thank my supervisor Prof. Arnold Kristjuhan and it is best done by 
quoting Signe – “To avoid exaggerations I will simply say that I have had the 
best supervisor in the world. His scientific thinking, calmness and sense of 
humour should be obligatory to all group leaders” (Värv, 2011). 
I also thank all the coauthors of the papers presented in this thesis and all the 
former and present members of our chromatin research group, especially Signe, 
Kersti, Henel and Marko. It has been an absolute joy to work with you. As our 
group is part of the Department of Cell Biology, I have been very lucky to work 
with many exceptional people. 
I am grateful to Dina Lepik and Ene Ustav for the first guidance in the lab. 
My sincere gratitude goes to my first scientific mentor Prof. Mart Ustav, his 
passion for science jump-started my scientific career. I would also like to thank 
“my virology people” Anne, Meelis, Toomas, Kaja, Ivar, Aare, Merike and Eve 
for always reminding me how much fun being in the lab can be. 
I thank Tiina Alamäe for critical reading of my manuscript and Nikita Avva-
kumov for his valuable comments, your help was much appreciated. Tiiu Roots-
lane has been an absolute wonder woman and helped me to dig through all the 
paperwork and bureaucracy I encountered during my studies. Lilian Kadaja-
Saarepuu has helped me with Biomedicine and Biotechnology Graduate School 
funding, thank you. 
Special thanks go to the persons high up in the University rankings, who 
decided to open Gene Technology curriculum in 1998. Ingrid, Kristiina, Mari, 
Monika, Pille, Signe, Siim and Tõnis, it has been absolutely excellent from the 
beginning. 
I also want to thank all my family and friends who have supported me during 
my everlasting studies. 
 
Last but definitely not least, I thank my husband Lauri and my children Kristin, 
Nora and Morten for their love and support. Without your motivation it would 
have been impossible. 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
PUBLICATIONS 
 
CURRICULUM VITAE 
Name:  Kadri Peil 
Date of Birth:  September 22, 1980 
Nationality:  Estonian 
Contact:  University of Tartu, Institute of Molecular and Cell Biology,  
23 Riia Street, 51010, Tartu, Estonia 
e-mail:  kadri.peil@ut.ee 
 
Education and professional employment 
2004–... University of Tartu, Ph.D student, researcher at the Institute of 
Molecular and Cell Biology, Department of Cell Biology 
2002–2004  University of Tartu, M. Sc in Virology 
1998–2002  University of Tartu, B. Sc in Gene Technology 
1986–1998  Miina Härma Gymnasium 
 
Special courses and conferences 
2008  EMBO conference on “Gene Transcription in Yeast”, San Feliu de Gui-
xols, Spain 
2007  Palmse mõis Summer School in Molecular Biology “Chromosomes, 
chromatin and epigenetics”, Palmse, Estonia 
2005  FEBS Summer School “Protein Misfolding, Protein Modification and 
Age-Related Diseases”, Spetsai, Greece 
2004  One of the tutors of FEBS course “Viral expression vectors for research 
and biotechnology” in Tartu, Estonia 
2004  Tartu-Turku joint meeting, Tartu, Estonia 
2004  FEBS Third International Summer School “DNA and Chromosomes: 
physical and biological approaches”, Cargese, France 
 
Scientific work 
My main scientific interest has been to study the mechansims of eukaryotic 
transcription elongation in Saccharomyces cerevisiae. 
 
List of publications 
Peil, K.; Värv, S.; Lõoke, M.; Kristjuhan, K.; Kristjuhan, A. (2011). Uniform 
distribution of elongating RNA polymerase II complexes in transcribed gene 
locus. Journal of Biological Chemistry, 286(27), 23817–23822. 
Lõoke, M.; Reimand, J.; Sedman, T.; Sedman, J.; Järvinen, L.; Värv, S.; Peil, 
K.; Kristjuhan, K.; Vilo, J.; Kristjuhan, A. (2010). Relicensing of transcrip-
tionally inactivated replication origins in budding yeast. Journal of Bio-
logical Chemistry, 285(51), 40004–40011. 
Värv, S.; Kristjuhan, K.; Peil, K.; Lõoke, M.; Mahlakõiv, T.; Paapsi, K.; Krist-
juhan, A. (2010). Acetylation of H3 K56 is required for RNA polymerase II 
95 
transcript elongation through heterochromatin in yeast. Molecular and Cellu-
lar Biology, 30(6), 1467–1477. 
Ivar Ilves, Kristina Mäemets, Toomas Silla, Kadri Janikson, Mart Ustav. 
Artikkel “Brd4 is involved in multiple processes of bovine papillomavirus 
BPV1 life cycle” J. Virol. 2006 80: 3660–3665. 
PATENT APPLICATION 60/652390 Inventors: SILLA, Toomas; HÄÄL, Ing-
rid; GEIMANEN, Jelizaveta; JANIKSON, Kadri, ABROI, Aare; USTAV, 
Ene; USTAV, Mart and; MANDEL, Tiiu Title: Vectors, cell lines and their 
use in obtaining extended episomal maintenance replication of hybrid plas-
mids and expression of gene products. 2005 
Toomas Silla, Ingrid Hääl, Jelizaveta Geimanen, Kadri Janikson, Aare Abroi, 
Ene Ustav, Mart Ustav Artikkel “Episomal maintenance of the plasmids with 
hybrid origins in mouse cells” J. Virol. 2005 79: 15277–15288 
 
96 
ELULOOKIRJELDUS 
Nimi:  Kadri Peil 
Sünniaeg:  22. september, 1980 
Kodakondsus: Eesti 
Kontakt:  Tartu Ülikool, Molekulaar- ja rakubioloogia Instituut, Riia 23, 
51010, Tartu, Eesti  
e-mail:  kadri.peil@ut.ee 
 
Haridus ja erialane teenistuskäik 
2004–...  Tartu Ülikool, Molekulaar- ja rakubioloogia instituut, doktori-
õpingud, teadur 
2002–2004  Tartu Ülikool, Molekulaar- ja rakubioloogia instituut, M.Sc 
molekulaar- ja rakubioloogias, viroloogia erialal 
1998–2002  Tartu Ülikool, Molekulaar- ja rakubioloogia instituut B.Sc 
geenitehnoloogias, molekulaardiagnostika erilalal 
1986–1998  Miina Härma Gümnaasium 
 
Erialane enesetäiendus 
2008  EMBO konverents “Gene Transcription in Yeast”, San Feliu de 
Guixols, Hispaania 
2007  Palmse mõisa suvekool molekulaarbioloogias “Chromosomes, chro-
matin and epigenetics”, Palmse, Eesti 
2005  FEBSi suvekool “Protein Misfolding, Protein Modification and Age-
Related Diseases”, Spetsai, Kreeka 
2004  Juhendaja FEBSi kursusel “Viral expression vectors for research and 
biotechnology”, Tartu, Eesti 
2004  Tartu-Turu ühisseminar, Tartu, Eesti 
2004 FEBSi kolmas rahvusvaheline suvekool “DNA and Chromosomes: 
physical and biological approaches”, Cargese, Prantsusmaa 
 
Teadustöö 
Minu uurimustöö põhisuunaks on eukarüootse transkriptsiooni elongatsiooni 
mehhanismide uurimine pagaripärmis Saccharomyces cerevisiae. 
 
Teaduspublikatsioonid 
Peil, K.; Värv, S.; Lõoke, M.; Kristjuhan, K.; Kristjuhan, A. (2011). Uniform 
distribution of elongating RNA polymerase II complexes in transcribed gene 
locus. Journal of Biological Chemistry, 286(27), 23817–23822. 
Lõoke, M.; Reimand, J.; Sedman, T.; Sedman, J.; Järvinen, L.; Värv, S.; Peil, 
K.; Kristjuhan, K.; Vilo, J.; Kristjuhan, A. (2010). Relicensing of tran-
scriptionally inactivated replication origins in budding yeast. Journal of Bio-
logical Chemistry, 285(51), 40004–40011. 
 
97 
98 
Värv, S.; Kristjuhan, K.; Peil, K.; Lõoke, M.; Mahlakõiv, T.; Paapsi, K.; 
Kristjuhan, A. (2010). Acetylation of H3 K56 is required for RNA poly-
merase II transcript elongation through heterochromatin in yeast. Molecular 
and Cellular Biology, 30(6), 1467–1477. 
Ivar Ilves, Kristina Mäemets, Toomas Silla, Kadri Janikson, Mart Ustav. 
Artikkel “Brd4 is involved in multiple processes of bovine papillomavirus 
BPV1 life cycle” J. Virol. 2006 80: 3660–3665. 
PATENT APPLICATION 60/652390 Inventors: SILLA, Toomas; HÄÄL, Ing-
rid; GEIMANEN, Jelizaveta; JANIKSON, Kadri, ABROI, Aare; USTAV, 
Ene; USTAV, Mart and; MANDEL, Tiiu Title: Vectors, cell lines and their 
use in obtaining extended episomal maintenance replication of hybrid plas-
mids and expression of gene products. 2005 
Toomas Silla, Ingrid Hääl, Jelizaveta Geimanen, Kadri Janikson, Aare Abroi, 
Ene Ustav, Mart Ustav Artikkel “Episomal maintenance of the plasmids with 
hybrid origins in mouse cells” J. Virol. 2005 79: 15277–15288 
 
DISSERTATIONES BIOLOGICAE 
UNIVERSITATIS TARTUENSIS 
 
  1. Toivo Maimets. Studies of human oncoprotein p53. Tartu, 1991, 96 p. 
  2. Enn K. Seppet. Thyroid state control over energy metabolism, ion trans-
port and contractile functions in rat heart. Tartu, 1991, 135 p.  
  3. Kristjan Zobel. Epifüütsete makrosamblike väärtus õhu saastuse indikaa-
toritena Hamar-Dobani boreaalsetes mägimetsades. Tartu, 1992, 131 lk. 
  4. Andres Mäe. Conjugal mobilization of catabolic plasmids by transpos-
able elements in helper plasmids. Tartu, 1992, 91 p. 
  5. Maia Kivisaar. Studies on phenol degradation genes of Pseudomonas sp. 
strain EST 1001. Tartu, 1992, 61 p. 
  6. Allan Nurk. Nucleotide sequences of phenol degradative genes from 
Pseudomonas sp. strain EST 1001 and their transcriptional activation in 
Pseudomonas putida. Tartu, 1992, 72 p. 
  7. Ülo Tamm. The genus Populus L. in Estonia: variation of the species bio-
logy and introduction. Tartu, 1993, 91 p. 
  8. Jaanus Remme. Studies on the peptidyltransferase centre of the E.coli 
ribosome. Tartu, 1993, 68 p. 
  9. Ülo Langel. Galanin and galanin antagonists. Tartu, 1993, 97 p. 
10. Arvo Käärd. The development of an automatic online dynamic fluo-
rescense-based pH-dependent fiber optic penicillin flowthrought biosensor 
for the control of the benzylpenicillin hydrolysis. Tartu, 1993, 117 p. 
11. Lilian Järvekülg. Antigenic analysis and development of sensitive immu-
noassay for potato viruses. Tartu, 1993, 147 p. 
12. Jaak Palumets. Analysis of phytomass partition in Norway spruce. Tartu, 
1993, 47 p. 
13. Arne Sellin. Variation in hydraulic architecture of Picea abies (L.) Karst. 
trees grown under different enviromental conditions. Tartu, 1994, 119 p.  
13. Mati Reeben. Regulation of light neurofilament gene expression. Tartu, 
1994, 108 p. 
14. Urmas Tartes. Respiration rhytms in insects. Tartu, 1995, 109 p. 
15. Ülo Puurand. The complete nucleotide sequence and infections in vitro 
transcripts from cloned cDNA of a potato A potyvirus. Tartu, 1995, 96 p. 
16. Peeter Hõrak. Pathways of selection in avian reproduction: a functional 
framework and its application in the population study of the great tit 
(Parus major). Tartu, 1995, 118 p. 
17. Erkki Truve. Studies on specific and broad spectrum virus resistance in 
transgenic plants. Tartu, 1996, 158 p. 
18. Illar Pata. Cloning and characterization of human and mouse ribosomal 
protein S6-encoding genes. Tartu, 1996, 60 p. 
19. Ülo Niinemets. Importance of structural features of leaves and canopy in 
determining species shade-tolerance in temperature deciduous woody 
taxa. Tartu, 1996, 150 p. 
99 
20. Ants Kurg. Bovine leukemia virus: molecular studies on the packaging 
region and DNA diagnostics in cattle. Tartu, 1996, 104 p. 
21. Ene Ustav. E2 as the modulator of the BPV1 DNA replication. Tartu, 1996, 
100 p. 
22. Aksel Soosaar. Role of helix-loop-helix and nuclear hormone receptor 
transcription factors in neurogenesis. Tartu, 1996, 109 p. 
23. Maido Remm. Human papillomavirus type 18: replication, transforma-
tion and gene expression. Tartu, 1997, 117 p. 
24. Tiiu Kull. Population dynamics in Cypripedium calceolus L. Tartu, 1997,  
124 p. 
25. Kalle Olli. Evolutionary life-strategies of autotrophic planktonic micro-
organisms in the Baltic Sea. Tartu, 1997, 180 p. 
26. Meelis Pärtel. Species diversity and community dynamics in calcareous 
grassland communities in Western Estonia. Tartu, 1997, 124 p. 
27. Malle Leht. The Genus Potentilla L. in Estonia, Latvia and Lithuania: 
distribution, morphology and taxonomy. Tartu, 1997, 186 p. 
28. Tanel Tenson. Ribosomes, peptides and antibiotic resistance. Tartu, 1997,  
80 p. 
29. Arvo Tuvikene. Assessment of inland water pollution using biomarker 
responses in fish in vivo and in vitro. Tartu, 1997, 160 p. 
30. Urmas Saarma. Tuning ribosomal elongation cycle by mutagenesis of  
23S rRNA. Tartu, 1997, 134 p. 
31. Henn Ojaveer. Composition and dynamics of fish stocks in the gulf of 
Riga ecosystem. Tartu, 1997, 138 p. 
32. Lembi Lõugas. Post-glacial development of vertebrate fauna in Estonian 
water bodies. Tartu, 1997, 138 p. 
33. Margus Pooga. Cell penetrating peptide, transportan, and its predecessors, 
galanin-based chimeric peptides. Tartu, 1998, 110 p. 
34. Andres Saag. Evolutionary relationships in some cetrarioid genera 
(Lichenized Ascomycota). Tartu, 1998, 196 p. 
35. Aivar Liiv. Ribosomal large subunit assembly in vivo. Tartu, 1998, 158 p. 
36.  Tatjana Oja. Isoenzyme diversity and phylogenetic affinities among the 
eurasian annual bromes (Bromus L., Poaceae). Tartu, 1998, 92 p. 
37. Mari Moora. The influence of arbuscular mycorrhizal (AM) symbiosis 
on the competition and coexistence of calcareous grassland plant species. 
Tartu, 1998, 78 p. 
38. Olavi Kurina. Fungus gnats in Estonia (Diptera: Bolitophilidae, Keropla-
tidae, Macroceridae, Ditomyiidae, Diadocidiidae, Mycetophilidae). Tartu, 
1998, 200 p.  
39. Andrus Tasa. Biological leaching of shales: black shale and oil shale. 
Tartu, 1998, 98 p. 
40. Arnold Kristjuhan. Studies on transcriptional activator properties of 
tumor suppressor protein p53. Tartu, 1998, 86 p. 
41.  Sulev Ingerpuu. Characterization of some human myeloid cell surface 
and nuclear differentiation antigens. Tartu, 1998, 163 p. 
100 
42.  Veljo Kisand. Responses of planktonic bacteria to the abiotic and biotic 
factors in the shallow lake Võrtsjärv. Tartu, 1998, 118 p. 
43. Kadri Põldmaa. Studies in the systematics of hypomyces and allied 
genera (Hypocreales, Ascomycota). Tartu, 1998, 178 p. 
44. Markus Vetemaa. Reproduction parameters of fish as indicators in en-
vironmental monitoring. Tartu, 1998, 117 p. 
45. Heli Talvik. Prepatent periods and species composition of different Oeso-
phagostomum spp. populations in Estonia and Denmark. Tartu, 1998, 104 
p. 
46. Katrin Heinsoo. Cuticular and stomatal antechamber conductance to water 
vapour diffusion in Picea abies (L.) karst. Tartu, 1999, 133 p. 
47. Tarmo Annilo. Studies on mammalian ribosomal protein S7. Tartu, 1998, 
77 p. 
48. Indrek Ots. Health state indicies of reproducing great tits (Parus major): 
sources of variation and connections with life-history traits. Tartu, 1999, 
117 p. 
49. Juan Jose Cantero. Plant community diversity and habitat relationships in 
central Argentina grasslands. Tartu, 1999, 161 p. 
50. Rein Kalamees. Seed bank, seed rain and community regeneration in 
Estonian calcareous grasslands. Tartu, 1999, 107 p. 
51.  Sulev Kõks. Cholecystokinin (CCK) – induced anxiety in rats: influence 
of environmental stimuli and involvement of endopioid mechanisms and 
serotonin. Tartu, 1999, 123 p. 
52. Ebe Sild. Impact of increasing concentrations of O3 and CO2 on wheat, 
clover and pasture. Tartu, 1999, 123 p. 
53. Ljudmilla Timofejeva. Electron microscopical analysis of the synaptone-
mal complex formation in cereals. Tartu, 1999, 99 p. 
54. Andres Valkna. Interactions of galanin receptor with ligands and  
G-proteins: studies with synthetic peptides. Tartu, 1999, 103 p. 
55. Taavi Virro. Life cycles of planktonic rotifers in lake Peipsi. Tartu, 1999, 
101 p. 
56.  Ana Rebane. Mammalian ribosomal protein S3a genes and intron-
encoded small nucleolar RNAs U73 and U82. Tartu, 1999, 85 p. 
57.  Tiina Tamm. Cocksfoot mottle virus: the genome organisation and trans-
lational strategies. Tartu, 2000, 101 p. 
58. Reet Kurg. Structure-function relationship of the bovine papilloma virus 
E2 protein. Tartu, 2000, 89 p. 
59. Toomas Kivisild. The origins of Southern and Western Eurasian popula-
tions: an mtDNA study. Tartu, 2000, 121 p. 
60. Niilo Kaldalu. Studies of the TOL plasmid transcription factor XylS. 
Tartu, 2000, 88 p. 
61. Dina Lepik. Modulation of viral DNA replication by tumor suppressor 
protein p53. Tartu, 2000, 106 p. 
101 
62. Kai Vellak. Influence of different factors on the diversity of the bryo-
phyte vegetation in forest and wooded meadow communities. Tartu, 2000, 
122 p. 
63. Jonne Kotta. Impact of eutrophication and biological invasionas on the 
structure and functions of benthic macrofauna. Tartu, 2000, 160 p. 
64. Georg Martin. Phytobenthic communities of the Gulf of Riga and the 
inner sea the West-Estonian archipelago. Tartu, 2000, 139 p. 
65.  Silvia Sepp. Morphological and genetical variation of Alchemilla L. in 
Estonia. Tartu, 2000. 124 p. 
66. Jaan Liira. On the determinants of structure and diversity in herbaceous 
plant communities. Tartu, 2000, 96 p. 
67. Priit Zingel. The role of planktonic ciliates in lake ecosystems. Tartu, 
2001, 111 p. 
68. Tiit Teder. Direct and indirect effects in Host-parasitoid interactions: 
ecological and evolutionary consequences. Tartu, 2001, 122 p. 
69. Hannes Kollist. Leaf apoplastic ascorbate as ozone scavenger and its 
transport across the plasma membrane. Tartu, 2001, 80 p. 
70. Reet Marits. Role of two-component regulator system PehR-PehS and 
extracellular protease PrtW in virulence of Erwinia Carotovora subsp. 
Carotovora. Tartu, 2001, 112 p. 
71. Vallo Tilgar. Effect of calcium supplementation on reproductive perfor-
mance of the pied flycatcher Ficedula hypoleuca and the great tit Parus 
major, breeding in Nothern temperate forests. Tartu, 2002, 126 p. 
72. Rita Hõrak. Regulation of transposition of transposon Tn4652 in Pseudo-
monas putida. Tartu, 2002, 108 p. 
73. Liina Eek-Piirsoo. The effect of fertilization, mowing and additional 
illumination on the structure of a species-rich grassland community. 
Tartu, 2002, 74 p. 
74. Krõõt Aasamaa. Shoot hydraulic conductance and stomatal conductance 
of six temperate deciduous tree species. Tartu, 2002, 110 p. 
75. Nele Ingerpuu. Bryophyte diversity and vascular plants. Tartu, 2002, 
112 p. 
76. Neeme Tõnisson. Mutation detection by primer extension on oligonucleo-
tide microarrays. Tartu, 2002, 124 p. 
77. Margus Pensa. Variation in needle retention of Scots pine in relation to 
leaf morphology, nitrogen conservation and tree age. Tartu, 2003, 110 p. 
78. Asko Lõhmus. Habitat preferences and quality for birds of prey: from 
principles to applications. Tartu, 2003, 168 p. 
79. Viljar Jaks. p53 – a switch in cellular circuit. Tartu, 2003, 160 p. 
80. Jaana Männik. Characterization and genetic studies of four ATP-binding 
cassette (ABC) transporters. Tartu, 2003, 140 p. 
81. Marek Sammul. Competition and coexistence of clonal plants in relation 
to productivity. Tartu, 2003, 159 p 
82. Ivar Ilves. Virus-cell interactions in the replication cycle of bovine 
papillomavirus type 1. Tartu, 2003, 89 p.  
102 
83. Andres Männik. Design and characterization of a novel vector system 
based on the stable replicator of bovine papillomavirus type 1. Tartu, 
2003, 109 p. 
84.  Ivika Ostonen. Fine root structure, dynamics and proportion in net pri-
mary production of Norway spruce forest ecosystem in relation to site 
conditions. Tartu, 2003, 158 p. 
85.  Gudrun Veldre. Somatic status of 12–15-year-old Tartu schoolchildren. 
Tartu, 2003, 199 p. 
86.  Ülo Väli. The greater spotted eagle Aquila clanga and the lesser spotted 
eagle A. pomarina: taxonomy, phylogeography and ecology. Tartu, 2004, 
159 p.  
87.  Aare Abroi. The determinants for the native activities of the bovine 
papillomavirus type 1 E2 protein are separable. Tartu, 2004, 135 p. 
88.  Tiina Kahre. Cystic fibrosis in Estonia. Tartu, 2004, 116 p. 
89.  Helen Orav-Kotta. Habitat choice and feeding activity of benthic suspension 
feeders and mesograzers in the northern Baltic Sea. Tartu, 2004, 117 p. 
90.  Maarja Öpik. Diversity of arbuscular mycorrhizal fungi in the roots of 
perennial plants and their effect on plant performance. Tartu, 2004, 175 p.  
91.  Kadri Tali. Species structure of Neotinea ustulata. Tartu, 2004, 109 p. 
92.  Kristiina Tambets. Towards the understanding of post-glacial spread of 
human mitochondrial DNA haplogroups in Europe and beyond: a phylo-
geographic approach. Tartu, 2004, 163 p. 
93.  Arvi Jõers. Regulation of p53-dependent transcription. Tartu, 2004, 
103 p. 
94.  Lilian Kadaja. Studies on modulation of the activity of tumor suppressor 
protein p53. Tartu, 2004, 103 p. 
95.  Jaak Truu. Oil shale industry wastewater: impact on river microbial  
community and possibilities for bioremediation. Tartu, 2004, 128 p. 
96.  Maire Peters. Natural horizontal transfer of the pheBA operon. Tartu, 
2004, 105 p. 
97.  Ülo Maiväli. Studies on the structure-function relationship of the bacterial 
ribosome. Tartu, 2004, 130 p.  
98.  Merit Otsus. Plant community regeneration and species diversity in dry 
calcareous grasslands. Tartu, 2004, 103 p. 
99. Mikk Heidemaa. Systematic studies on sawflies of the genera Dolerus, 
Empria, and Caliroa (Hymenoptera: Tenthredinidae). Tartu, 2004, 167 p. 
100. Ilmar Tõnno. The impact of nitrogen and phosphorus concentration and 
N/P ratio on cyanobacterial dominance and N2 fixation in some Estonian 
lakes. Tartu, 2004, 111 p. 
101. Lauri Saks. Immune function, parasites, and carotenoid-based ornaments 
in greenfinches. Tartu, 2004, 144 p.  
102. Siiri Rootsi. Human Y-chromosomal variation in European populations. 
Tartu, 2004, 142 p. 
103. Eve Vedler. Structure of the 2,4-dichloro-phenoxyacetic acid-degradative 
plasmid pEST4011. Tartu, 2005. 106 p.  
103 
104. Andres Tover. Regulation of transcription of the phenol degradation 
pheBA operon in Pseudomonas putida. Tartu, 2005, 126 p. 
105. Helen Udras. Hexose  kinases  and  glucose transport  in  the  yeast Han-
senula  polymorpha. Tartu, 2005, 100 p. 
106. Ave Suija. Lichens and lichenicolous fungi in Estonia: diversity, distri-
bution patterns, taxonomy. Tartu, 2005, 162 p. 
107. Piret Lõhmus. Forest lichens and their substrata in Estonia. Tartu, 2005, 
162 p.  
108. Inga Lips. Abiotic factors controlling the cyanobacterial bloom occur-
rence in the Gulf of Finland. Tartu, 2005, 156 p. 
109. Kaasik, Krista. Circadian clock genes in mammalian clockwork, meta-
bolism and behaviour. Tartu, 2005, 121 p. 
110. Juhan Javoiš. The effects of experience on host acceptance in ovipositing 
moths. Tartu, 2005, 112 p.  
111. Tiina Sedman. Characterization  of  the  yeast Saccharomyces  cerevisiae 
mitochondrial  DNA  helicase  Hmi1. Tartu, 2005, 103 p.  
112. Ruth Aguraiuja. Hawaiian endemic fern lineage Diellia (Aspleniaceae): 
distribution, population structure and ecology. Tartu, 2005, 112 p.  
113. Riho Teras. Regulation of transcription from the fusion promoters ge-
nerated by transposition of Tn4652 into the upstream region of pheBA 
operon in Pseudomonas putida. Tartu, 2005, 106 p.  
114. Mait Metspalu. Through the course of prehistory in india: tracing the 
mtDNA trail. Tartu, 2005, 138 p.  
115. Elin Lõhmussaar. The comparative patterns of linkage disequilibrium in 
European populations and its implication for genetic association studies. 
Tartu, 2006, 124 p. 
116. Priit Kupper. Hydraulic and environmental limitations to leaf water rela-
tions in trees with respect to canopy position. Tartu, 2006, 126 p. 
117. Heili Ilves. Stress-induced transposition of Tn4652 in Pseudomonas 
Putida. Tartu, 2006, 120 p. 
118. Silja Kuusk. Biochemical properties of Hmi1p, a DNA helicase from 
Saccharomyces cerevisiae mitochondria. Tartu, 2006, 126 p. 
119. Kersti Püssa. Forest edges on medium resolution landsat thematic mapper 
satellite images. Tartu, 2006, 90 p. 
120. Lea Tummeleht. Physiological condition and immune function in great 
tits (Parus major l.): Sources of variation and trade-offs in relation to 
growth. Tartu, 2006, 94 p. 
121. Toomas Esperk. Larval instar as a key element of insect growth sche-
dules. Tartu, 2006, 186 p.  
122. Harri Valdmann. Lynx (Lynx lynx) and wolf (Canis lupus)  in the Baltic 
region: Diets, helminth parasites and genetic variation. Tartu, 2006. 102 p. 
123. Priit Jõers. Studies of the mitochondrial helicase Hmi1p in Candida albi-
cans and Saccharomyces cerevisia. Tartu, 2006. 113 p. 
124. Kersti Lilleväli. Gata3 and Gata2 in inner ear development. Tartu, 2007, 
123 p.  
104 
125. Kai Rünk. Comparative ecology of three fern species: Dryopteris carthu-
siana (Vill.) H.P. Fuchs, D. expansa (C. Presl) Fraser-Jenkins & Jermy and 
D. dilatata (Hoffm.) A. Gray (Dryopteridaceae). Tartu, 2007, 143 p.  
126. Aveliina Helm. Formation and persistence of dry grassland diversity: role 
of human history and landscape structure. Tartu, 2007, 89 p.  
127. Leho Tedersoo. Ectomycorrhizal fungi: diversity and community struc-
ture in Estonia, Seychelles and Australia. Tartu, 2007, 233 p.  
128. Marko Mägi. The habitat-related variation of reproductive performance of 
great tits in a deciduous-coniferous forest mosaic: looking for causes and 
consequences. Tartu, 2007, 135 p.  
129. Valeria Lulla. Replication strategies and applications of Semliki Forest 
virus. Tartu, 2007, 109 p.  
130. Ülle Reier. Estonian threatened vascular plant species: causes of rarity and 
conservation. Tartu, 2007, 79 p. 
131. Inga Jüriado. Diversity of lichen species in Estonia: influence of regional 
and local factors. Tartu, 2007, 171 p. 
132. Tatjana Krama. Mobbing behaviour in birds: costs and reciprocity based 
cooperation. Tartu, 2007, 112 p. 
133. Signe Saumaa. The role of DNA mismatch repair and oxidative DNA 
damage defense systems in avoidance of stationary phase mutations in 
Pseudomonas putida. Tartu, 2007, 172 p. 
134. Reedik Mägi. The linkage disequilibrium and the selection of genetic 
markers for association studies in european populations. Tartu, 2007, 96 p.  
135. Priit Kilgas. Blood parameters as indicators of physiological condition 
and skeletal development in great tits (Parus major): natural variation and 
application in the reproductive ecology of birds. Tartu, 2007, 129 p.  
136. Anu Albert. The role of water salinity in structuring eastern Baltic coastal 
fish communities. Tartu, 2007, 95 p.  
137. Kärt Padari. Protein transduction mechanisms of transportans. Tartu, 2008, 
128 p. 
138. Siiri-Lii Sandre. Selective forces on larval colouration in a moth. Tartu, 
2008, 125 p. 
139. Ülle Jõgar. Conservation and restoration of semi-natural floodplain mea-
dows and their rare plant species. Tartu, 2008, 99 p. 
140. Lauri Laanisto. Macroecological approach in vegetation science: gene-
rality of ecological relationships at the global scale. Tartu, 2008, 133 p. 
141. Reidar Andreson. Methods and software for predicting PCR failure rate 
in large genomes. Tartu, 2008, 105 p.  
142. Birgot Paavel. Bio-optical properties of turbid lakes. Tartu, 2008, 175 p. 
143. Kaire Torn. Distribution and ecology of charophytes in the Baltic Sea. 
Tartu, 2008, 98 p.  
144. Vladimir Vimberg. Peptide mediated macrolide resistance. Tartu, 2008, 
190 p. 
145. Daima Örd. Studies on the stress-inducible pseudokinase TRB3, a novel 
inhibitor of transcription factor ATF4. Tartu, 2008, 108 p. 
105 
146. Lauri Saag. Taxonomic and ecologic problems in the genus Lepraria 
(Stereocaulaceae, lichenised Ascomycota). Tartu, 2008, 175 p. 
147. Ulvi Karu. Antioxidant protection, carotenoids and coccidians in green-
finches – assessment of the costs of immune activation and mechanisms of 
parasite resistance in a passerine with carotenoid-based ornaments. Tartu, 
2008, 124 p. 
148. Jaanus Remm. Tree-cavities in forests: density, characteristics and occu-
pancy by animals. Tartu, 2008, 128 p. 
149. Epp Moks. Tapeworm parasites Echinococcus multilocularis and E. gra-
nulosus in Estonia: phylogenetic relationships and occurrence in wild 
carnivores and ungulates. Tartu, 2008, 82 p. 
150. Eve Eensalu. Acclimation of stomatal structure and function in tree ca-
nopy: effect of light and CO2 concentration. Tartu, 2008, 108 p. 
151. Janne Pullat. Design, functionlization and application of an in situ synthe-
sized oligonucleotide microarray. Tartu, 2008, 108 p. 
152. Marta Putrinš. Responses of Pseudomonas putida to phenol-induced 
metabolic and stress signals. Tartu, 2008, 142 p.  
153.  Marina Semtšenko. Plant root behaviour: responses to neighbours and 
physical obstructions. Tartu, 2008, 106 p. 
154. Marge Starast. Influence of cultivation techniques on productivity and 
fruit quality of some Vaccinium and Rubus taxa. Tartu, 2008, 154 p.  
155. Age Tats. Sequence motifs influencing the efficiency of translation. Tartu, 
2009, 104 p. 
156. Radi Tegova. The role of specialized DNA polymerases in mutagenesis in 
Pseudomonas putida. Tartu, 2009, 124 p. 
157. Tsipe Aavik. Plant species richness, composition and functional trait 
pattern in agricultural landscapes – the role of land use intensity and land-
scape structure. Tartu, 2009, 112 p. 
158. Kaja Kiiver. Semliki forest virus based vectors and cell lines for studying 
the replication and interactions of alphaviruses and hepaciviruses. Tartu, 
2009, 104 p. 
159. Meelis Kadaja. Papillomavirus Replication Machinery Induces Genomic 
Instability in its Host Cell. Tartu, 2009, 126 p. 
160. Pille Hallast. Human and chimpanzee Luteinizing hormone/Chorionic 
Gonadotropin beta (LHB/CGB) gene clusters: diversity and divergence of 
young duplicated genes. Tartu, 2009, 168 p. 
161. Ain Vellak. Spatial and temporal aspects of plant species conservation. 
Tartu, 2009, 86 p. 
162. Triinu Remmel. Body size evolution in insects with different colouration 
strategies: the role of predation risk. Tartu, 2009, 168 p. 
163. Jaana Salujõe. Zooplankton as the indicator of ecological quality and fish 
predation in lake ecosystems. Tartu, 2009, 129 p. 
164. Ele Vahtmäe. Mapping benthic habitat with remote sensing in optically 
complex coastal environments. Tartu, 2009, 109 p.  
106 
107 
165. Liisa Metsamaa. Model-based assessment to improve the use of remote 
sensing in recognition and quantitative mapping of cyanobacteria. Tartu, 
2009, 114 p. 
166. Pille Säälik. The role of endocytosis in the protein transduction by cell-
penetrating peptides. Tartu, 2009, 155 p. 
167. Lauri Peil. Ribosome assembly factors in Escherichia coli. Tartu, 2009,  
147 p. 
168. Lea Hallik. Generality and specificity in light harvesting, carbon gain 
capacity and shade tolerance among plant functional groups. Tartu, 2009, 
99 p. 
169. Mariliis Tark. Mutagenic potential of DNA damage repair and tolerance 
mechanisms under starvation stress. Tartu, 2009, 191 p. 
170. Riinu Rannap. Impacts of habitat loss and restoration on amphibian po-
pulations. Tartu, 2009, 117 p. 
171. Maarja Adojaan. Molecular variation of HIV-1 and the use of this know-
ledge in vaccine development. Tartu, 2009, 95 p. 
172. Signe Altmäe. Genomics and transcriptomics of human induced ovarian 
folliculogenesis. Tartu, 2010, 179 p. 
173. Triin Suvi. Mycorrhizal fungi of native and introduced trees in the 
Seychelles Islands. Tartu, 2010, 107 p. 
174. Velda Lauringson. Role of suspension feeding in a brackish-water coastal 
sea. Tartu, 2010, 123 p. 
175. Eero Talts. Photosynthetic cyclic electron transport – measurement and 
variably proton-coupled mechanism. Tartu, 2010, 121 p.  
176. Mari Nelis. Genetic structure of the Estonian population and genetic 
distance from other populations of European descent. Tartu, 2010, 97 p. 
177. Kaarel Krjutškov. Arrayed Primer Extension-2 as a multiplex PCR-based 
method for nucleic acid variation analysis: method and applications. Tartu, 
2010, 129 p. 
178. Egle Köster. Morphological and genetical variation within species comp-
lexes: Anthyllis vulneraria s. l. and Alchemilla vulgaris (coll.). Tartu, 2010, 
101 p. 
179. Erki Õunap. Systematic studies on the subfamily Sterrhinae (Lepidoptera: 
Geometridae). Tartu, 2010, 111 p.  
180. Merike Jõesaar. Diversity of key catabolic genes at degradation of phenol 
and p-cresol in pseudomonads. Tartu, 2010, 125 p. 
181. Kristjan Herkül. Effects of physical disturbance and habitat-modifying 
species on sediment properties and benthic communities in the northern 
Baltic Sea. Tartu, 2010, 123 p. 
182. Arto Pulk. Studies on bacterial ribosomes by chemical modification 
approaches. Tartu, 2010, 161 p. 
183. Maria Põllupüü. Ecological relations of cladocerans in a brackish-water 
ecosystem. Tartu, 2010, 126 p.  
184. Toomas Silla. Study of the segregation mechanism of the Bovine 
Papillomavirus Type 1. Tartu, 2010, 188 p. 
108 
185. Gyaneshwer Chaubey. The demographic history of India: A perspective 
based on genetic evidence. Tartu, 2010, 184 p. 
186. Katrin Kepp. Genes involved in cardiovascular traits: detection of genetic 
variation in Estonian and Czech populations. Tartu, 2010, 164 p. 
187. Virve Sõber. The role of biotic interactions in plant reproductive per-
formance. Tartu, 2010, 92 p. 
188. Kersti Kangro. The response of phytoplankton community to the changes 
in nutrient loading. Tartu, 2010, 144 p. 
189. Joachim M. Gerhold. Replication and Recombination of mitochondrial 
DNA in Yeast. Tartu, 2010, 120 p. 
190. Helen Tammert. Ecological role of physiological and phylogenetic diver-
sity in aquatic bacterial communities. Tartu, 2010, 140 p. 
191. Elle Rajandu. Factors determining plant and lichen species diversity and 
composition in Estonian Calamagrostis and Hepatica site type forests. 
Tartu, 2010, 123 p. 
192. Paula Ann Kivistik. ColR-ColS signalling system and transposition of 
Tn4652 in the adaptation of Pseudomonas putida. Tartu, 2010, 118 p. 
193. Siim Sõber. Blood pressure genetics: from candidate genes to genome-
wide association studies. Tartu, 2011, 120 p. 
194. Kalle Kipper. Studies on the role of helix 69 of 23S rRNA in the factor-
dependent stages of translation initiation, elongation, and termination. 
Tartu, 2011, 178 p. 
195. Triinu Siibak. Effect of antibiotics on ribosome assembly is indirect. 
Tartu, 2011, 134 p. 
196. Tambet Tõnissoo. Identification and molecular analysis of the role of 
guanine nucleotide exchange factor RIC-8 in mouse development and 
neural function. Tartu, 2011, 110 p. 
197. Helin Räägel. Multiple faces of cell-penetrating peptides – their intra-
cellular trafficking, stability and endosomal escape during protein trans-
duction. Tartu, 2011, 161 p.  
198. Andres Jaanus. Phytoplankton in Estonian coastal waters – variability, 
trends and response to environmental pressures. Tartu, 2011, 157 p. 
199. Tiit Nikopensius. Genetic predisposition to nonsyndromic orofacial clefts. 
Tartu, 2011, 152 p. 
200. Signe Värv. Studies on the mechanisms of RNA polymerase II-dependent 
transcription elongation. Tartu, 2011, 108 p. 
201. Kristjan Välk. Gene expression profiling and genome-wide association 
studies of non-small cell lung cancer. Tartu, 2011, 98 p. 
202. Arno Põllumäe. Spatio-temporal patterns of native and invasive zoo-
plankton species under changing climate and eutrophication conditions. 
Tartu, 2011, 153 p. 
203. Egle Tammeleht. Brown bear (Ursus arctos) population structure, demo-
graphic processes and variations in diet in northern Eurasia. Tartu, 2011, 
143 p.  
109 
205. Teele Jairus. Species composition and host preference among ectomy-
corrhizal fungi in Australian and African ecosystems. Tartu, 2011, 106 p.   
206. Kessy Abarenkov. PlutoF – cloud database and computing services 
supporting biological research. Tartu, 2011, 125 p.  
207. Marina Grigorova. Fine-scale genetic variation of follicle-stimulating 
hormone beta-subunit coding gene (FSHB) and its association with repro-
ductive health. Tartu, 2011, 184 p. 
208. Anu Tiitsaar. The effects of predation risk and habitat history on butterfly 
communities. Tartu, 2011, 97 p. 
209. Elin Sild. Oxidative defences in immunoecological context: validation and 
application of assays for nitric oxide production and oxidative burst in a 
wild passerine. Tartu, 2011, 105 p. 
210. Irja Saar. The taxonomy and phylogeny of the genera Cystoderma and 
Cystodermella (Agaricales, Fungi). Tartu, 2012, 167 p. 
211. Pauli Saag. Natural variation in plumage bacterial assemblages in two 
wild breeding passerines. Tartu, 2012, 113 p. 
212. Aleksei Lulla. Alphaviral nonstructural protease and its polyprotein sub-
strate: arrangements for the perfect marriage. Tartu, 2012, 143 p. 
213. Mari Järve. Different genetic perspectives on human history in Europe 
and the Caucasus: the stories told by uniparental and autosomal markers. 
Tartu, 2012, 119 p. 
214. Ott Scheler. The application of tmRNA as a marker molecule in bacterial 
diagnostics using microarray and biosensor technology. Tartu, 2012, 93 p. 
215. Anna Balikova. Studies on the functions of tumor-associated mucin-like 
leukosialin (CD43) in human cancer cells. Tartu, 2012, 129 p. 
216. Triinu Kõressaar. Improvement of PCR primer design for detection of 
prokaryotic species. Tartu, 2012, 83 p. 
217. Tuul Sepp. Hematological health state indices of greenfinches: sources of 
individual variation and responses to immune system manipulation. Tartu, 
2012, 117 p. 
218. Rya Ero. Modifier view of the bacterial ribosome. Tartu, 2012, 146 p. 
219. Mohammad Bahram. Biogeography of ectomycorrhizal fungi across dif-
ferent spatial scales. Tartu, 2012, 165 p. 
220. Annely Lorents. Overcoming the plasma membrane barrier: uptake of 
amphipathic cell-penetrating peptides induces influx of calcium ions and 
downstream responses. Tartu, 2012, 113 p. 
221. Katrin Männik. Exploring the genomics of cognitive impairment: whole-
genome SNP genotyping experience in Estonian patients and general 
population. Tartu, 2012, 171 p. 
222. Marko Prous. Taxonomy and phylogeny of the sawfly genus Empria 
(Hymenoptera, Tenthredinidae). Tartu, 2012, 192 p. 
223. Triinu Visnapuu. Levansucrases encoded in the genome of Pseudomonas 
syringae pv. tomato DC3000: heterologous expression, biochemical 
characterization, mutational analysis and spectrum of polymerization pro-
ducts. Tartu, 2012, 160 p. 
110 
224. Nele Tamberg. Studies on Semliki Forest virus replication and patho-
genesis. Tartu, 2012, 109 p. 
225. Tõnu Esko. Novel applications of SNP array data in the analysis of the ge-
netic structure of Europeans and in genetic association studies. Tartu, 
2012, 149 p. 
226. Timo Arula. Ecology of early life-history stages of herring Clupea haren-
gus membras in the northeastern Baltic Sea. Tartu, 2012, 143 p. 
227. Inga Hiiesalu. Belowground plant diversity and coexistence patterns in 
grassland ecosystems. Tartu, 2012, 130 p. 
228. Kadri Koorem. The influence of abiotic and biotic factors on small-scale 
plant community patterns and regeneration in boreonemoral forest. Tartu, 
2012, 114 p.  
229. Liis Andresen. Regulation of virulence in plant-pathogenic pectobacteria. 
Tartu, 2012, 122 p. 
230. Kaupo Kohv. The direct and indirect effects of management on boreal 
forest structure and field layer vegetation. Tartu, 2012, 124 p. 
231. Mart Jüssi. Living on an edge: landlocked seals in changing climate. 
Tartu, 2012, 114 p. 
232. Riina Klais. Phytoplankton trends in the Baltic Sea. Tartu, 2012, 136 p. 
233. Rauno Veeroja. Effects of winter weather, population density and timing 
of reproduction on life-history traits and population dynamics of moose 
(Alces alces) in Estonia. Tartu, 2012, 92 p.  
234. Marju Keis. Brown bear (Ursus arctos) phylogeography in northern Eura-
sia. Tartu, 2013, 142 p.  
235. Sergei Põlme. Biogeography and ecology of alnus- associated ecto-
mycorrhizal fungi – from regional to global scale. Tartu, 2013, 90 p. 
236. Liis Uusküla. Placental gene expression in normal and complicated 
pregnancy. Tartu, 2013, 173 p. 
237. Marko Lõoke. Studies on DNA replication initiation in Saccharomyces 
cerevisiae. Tartu, 2013, 112 p. 
238. Anne Aan. Light- and nitrogen-use and biomass allocation along pro-
ductivity gradients in multilayer plant communities. Tartu, 2013, 127 p.   
239. Heidi Tamm. Comprehending phylogenetic diversity – case studies in 
three groups of ascomycetes. Tartu, 2013, 136 p.  
240. Liina Kangur. High-Pressure Spectroscopy Study of Chromophore-
Binding Hydrogen Bonds in Light-Harvesting Complexes of Photo-
synthetic Bacteria. Tartu, 2013, 150 p.  
241. Margus Leppik. Substrate specificity of the multisite specific pseudo-
uridine synthase RluD. Tartu, 2013, 111 p. 
242. Lauris Kaplinski. The application of oligonucleotide hybridization model 
for PCR and microarray optimization. Tartu, 2013, 103 p. 
243. Merli Pärnoja. Patterns of macrophyte distribution and productivity in 
coastal ecosystems: effect of abiotic and biotic forcing. Tartu, 2013, 155 p. 
244. Tõnu Margus. Distribution and phylogeny of the bacterial translational 
GTPases and the Mqsr/YgiT regulatory system. Tartu, 2013, 126 p. 
111 
245. Pille Mänd. Light use capacity and carbon and nitrogen budget of plants: 
remote assessment and physiological determinants. Tartu, 2013, 128 p.  
246. Mario Plaas. Animal model of Wolfram Syndrome in mice: behavioural, 
biochemical and psychopharmacological characterization. Tartu, 2013,  
144 p.  
247. Georgi Hudjašov. Maps of mitochondrial DNA, Y-chromosome and tyro-
sinase variation in Eurasian and Oceanian populations. Tartu, 2013,  
115 p. 
248.  Mari Lepik. Plasticity to light in herbaceous plants and its importance for 
community structure and diversity. Tartu, 2013, 102 p. 
249. Ede Leppik. Diversity of lichens in semi-natural habitats of Estonia. 
Tartu, 2013, 151 p.  
250. Ülle Saks. Arbuscular mycorrhizal fungal diversity patterns in boreo-
nemoral forest ecosystems. Tartu, 2013, 151 p.  
251.  Eneli Oitmaa. Development of arrayed primer extension microarray 
assays for molecular diagnostic applications. Tartu, 2013, 147 p. 
252. Jekaterina Jutkina. The horizontal gene pool for aromatics degradation: 
bacterial catabolic plasmids of the Baltic Sea aquatic system. Tartu, 2013, 
121 p. 
253. Helen Vellau. Reaction norms for size and age at maturity in insects: rules 
and exceptions. Tartu, 2014, 132 p.  
254. Randel Kreitsberg. Using biomarkers in assessment of environmental 
contamination in fish – new perspectives. Tartu, 2014, 107 p.  
255. Krista Takkis. Changes in plant species richness and population per-
formance in response to habitat loss and fragmentation.Tartu, 2014, 141 p. 
256. Liina Nagirnaja. Global and fine-scale genetic determinants of recurrent 
pregnancy loss. Tartu, 2014, 211 p.  
257. Triin Triisberg. Factors influencing the re-vegetation of abandoned 
extracted peatlands in Estonia. Tartu, 2014, 133 p. 
258. Villu Soon. A phylogenetic revision of the Chrysis ignita species group 
(Hymenoptera: Chrysididae) with emphasis on the northern European 
fauna. Tartu, 2014, 211 p. 
259. Andrei Nikonov. RNA-Dependent RNA Polymerase Activity as a Basis 
for the Detection of Positive-Strand RNA Viruses by Vertebrate Host 
Cells. Tartu, 2014, 207 p. 
260. Eele Õunapuu-Pikas. Spatio-temporal variability of leaf hydraulic con-
ductance in woody plants: ecophysiological consequences. Tartu, 2014, 
135 p.  
261. Marju Männiste. Physiological ecology of greenfinches: information con-
tent of feathers in relation to immune function and behavior. Tartu, 2014, 
121 p. 
262. Katre Kets. Effects of elevated concentrations of CO2 and O3 on leaf 
photosynthetic parameters in Populus tremuloides: diurnal, seasonal and 
interannual patterns. Tartu, 2014, 115 p. 
112 
263. Külli Lokko. Seasonal and spatial variability of zoopsammon commu-
nities in relation to environmental parameters. Tartu, 2014, 129 p.  
264. Olga Žilina. Chromosomal microarray analysis as diagnostic tool: Esto-
nian experience. Tartu, 2014, 152 p.  
265. Kertu Lõhmus. Colonisation ecology of forest-dwelling vascular plants 
and the conservation value of rural manor parks. Tartu, 2014, 111 p. 
266. Anu Aun. Mitochondria as integral modulators of cellular signaling. Tartu, 
2014, 167 p.  
267. Chandana Basu Mallick. Genetics of adaptive traits and gender-specific 
demographic processes in South Asian populations. Tartu, 2014, 160 p. 
268.  Riin Tamme. The relationship between small-scale environmental hetero-
geneity and plant species diversity. Tartu, 2014, 130 p. 
269. Liina Remm. Impacts of forest drainage on biodiversity and habitat qua-
lity: implications for sustainable management and conservation. Tartu, 
2015, 126 p.  
270. Tiina Talve. Genetic diversity and taxonomy within the genus Rhinanthus. 
Tartu, 2015, 106 p. 
271. Mehis Rohtla. Otolith sclerochronological studies on migrations, spawning 
habitat preferences and age of freshwater fishes inhabiting the Baltic Sea. 
Tartu, 2015, 137 p. 
272. Alexey Reshchikov. The world fauna of the genus Lathrolestes (Hyme-
noptera, Ichneumonidae). Tartu, 2015, 247 p. 
273. Martin Pook. Studies on artificial and extracellular matrix protein-rich 
surfaces as regulators of cell growth and differentiation. Tartu, 2015, 142 p. 
274. Mai Kukumägi. Factors affecting soil respiration and its components in 
silver birch and Norway spruce stands. Tartu, 2015, 155 p. 
275. Helen Karu. Development of ecosystems under human activity in the 
North-East Estonian industrial region: forests on post-mining sites and 
bogs. Tartu, 2015, 152 p. 
276. Hedi Peterson. Exploiting high-throughput data for establishing relation-
ships between genes. Tartu, 2015, 186 p. 
277.  Priit Adler. Analysis and visualisation of large scale microarray data, 
Tartu, 2015, 126 p.  
278.  Aigar Niglas. Effects of environmental factors on gas exchange in deci-
duous trees: focus on photosynthetic water-use efficiency. Tartu, 2015, 
152 p.  
279. Silja Laht. Classification and identification of conopeptides using profile 
hidden Markov models and position-specific scoring matrices. Tartu, 2015, 
100 p. 
280.  Martin Kesler. Biological characteristics and restoration of Atlantic 
salmon Salmo salar populations in the Rivers of Northern Estonia. Tartu, 
2015, 97 p. 
281. Pratyush Kumar Das. Biochemical perspective on alphaviral nonstruc-
tural protein 2: a tale from multiple domains to enzymatic profiling. Tartu, 
2015, 205 p 
282.  Priit Palta. Computational methods for DNA copy number detection. 
Tartu, 2015, 130 p.  
283. Julia Sidorenko. Combating DNA damage and maintenance of genome 
integrity in pseudomonads. Tartu, 2015, 174  p.  
284.  Anastasiia Kovtun-Kante. Charophytes of Estonian inland and coastal 
waters: distribution and environmental preferences. Tartu, 2015, 97 p. 
285. Ly Lindman. The ecology of protected butterfly species in Estonia. Tartu, 
2015, 171 p. 
286. Jaanis Lodjak. Association of Insulin-like Growth Factor I and Corti-
costerone with Nestling Growth and Fledging Success in Wild Passerines. 
Tartu, 2016, 113 p.  
287.  Ann Kraut. Conservation of Wood-Inhabiting Biodiversity – Semi-Natural 
Forests as an Opportunity. Tartu, 2016, 141 p. 
288. Tiit Örd. Functions and regulation of the mammalian pseudokinase TRIB3. 
Tartu, 2016, 182. p. 
289. Kairi Käiro. Biological Quality According to Macroinvertebrates in 
Streams of Estonia (Baltic Ecoregion of Europe): Effects of Human-induced 
Hydromorphological Changes. Tartu, 2016, 126 p. 
290.  Leidi Laurimaa. Echinococcus multilocularis and other zoonotic parasites 
in Estonian canids. Tartu, 2016, 144 p. 
291. Helerin Margus. Characterization of cell-penetrating peptide/nucleic acid 
nanocomplexes and their cell-entry mechanisms. Tartu, 2016, 173 p. 
292. Kadri Runnel. Fungal targets and tools for forest conservation. Tartu, 
2016, 157 p.  
293. Urmo Võsa. MicroRNAs in disease and health: aberrant regulation in lung 
cancer and association with genomic variation. Tartu, 2016, 163 p.  
294.  Kristina Mäemets-Allas. Studies on cell growth promoting AKT signa-
ling pathway – a promising anti-cancer drug target. Tartu, 2016, 146 p. 
295. Janeli Viil. Studies on cellular and molecular mechanisms that drive 
normal and regenerative processes in the liver and pathological processes 
in Dupuytren’s contracture. Tartu, 2016, 175 p. 
296. Ene Kook. Genetic diversity and evolution of Pulmonaria angustifolia L. 
and Myosotis laxa sensu lato (Boraginaceae). Tartu, 2016, 106 p. 
